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CTGCTGATGLC.1GGC lblv-bbAAbLAL 1 1 tHl ^k-AtjtjV. 1 V • L ^- irtiUHbibL ILL 
CCAAACCTGGGGCCCTGGATCCAGCCAGTGGCCCCGAGTGGGCAGC5GAGAGCGAGTTGTG 
AATGTGCCGCTGTGCCAGGAGGACTGTGAGGAGTGGTGGGAAGACTGTCGCATGTCTTAC 
ACATGCAAATCCAACTGGCGTGGTGGCTGGGACTGGAGTCAGGGGAAGAACCGCTGCCCC 
AAAGGGGCCCAGTGCCTCCCTTTCTCCCATTACTTCCCCACCCCAGCTGACCTGTGTGAG 
AAGACTTGGAGCAATTCCTTCAAAGCCAGCCCTGAGCGACGGAACAGTGGGCGGTGTCTC 
CAGAAGTGGTTTGAGCCTGCTCAGGGCAACCCCAATGTGGCCGTGGCCCGCCTCTTCGCC 
AGCTCTGCCCCATCCTGGGAACTGTCCTACACCATCATGGTCTGCTCCCTGTTCCTGCCG 
TTCCTTTCCTGAGAGCCCTTCTTCTCCCACTCACATTCCTGCATGTCCACCAACTGTGGG 
TCA 


ORF Start: ATG at 6 1 ! jORF Stop: TGA at 790 


SEQTD NO: 48 ;243 aa ]MW at 27942.7kD 

NOV 14a, 
CG138573-01 
Protein Sequence 

MACWWPLLLELWTVMPTWAGDELLNICMNAKHHKRVPSPEDKLYEECIPWKDNACCTLTT 
SWEAHLDVSPLYNFSLFHCGLLMPGCRKHFIQAICFYECSPNLGPWIQPVAPSGQGERW 
NVPLCQEDCEEWWEDCRMSYTCKSNWRGGWDWSQGKNRCPKGAQCLPFSHYFPTPADLCE 
KTWSNSFKASPERRNSGRCLQKWFEPAQGNPNVAVARLFASSAPSWELSYTIMVCSLFLP 
FLS 


Further analysis of the NOV 14a protein yielded the following properties shown in 


Table 14B. 


j Table 14B. Protein Sequence Properties NOV14a 

. 1 — -.. 

j PSort analysis: j 0.7480 probability located in microbody (peroxisome); 0.4420 probability 

J located in mitochondrial matrix space; 0. 1282 probability located in 
j j mitochondrial inner membrane; 0.1282 probability located in mitochondrial 

! j intermembrane space 

j SignalP analysis: j Cleavage site between residues 20 and 2 1 j 

A search of the NOV 14a protein against the Geneseq database, a proprietary 
database that contains sequences published in patents and patent publication, yielded several 
5 homologous proteins shown in Table 14C. 


Table 14C. Geneseq Results for NOV14a 

Geneseq 
Identifier 

Protein/Organisni/Length 
[Patent #, Date] 

NOV14a 
Residues/ 
Match 
Residues 

Identities/ 
Similarities for 
the Matched 
Region 

Expect 
Value 

AAE09454 

Human sbg72825FOLATEa 
protein - Homo sapiens, 250 
aa. [WO200I60850-AK23- 
AUG-2001] 

I ..243 
1..250 

243/250 (97%) 
243/250(97%) 

e-156 

■ AAB50286 

1 

i 

t 

i 

Human folate receptor II 
protein SEQ ID NO: 6- 
Homo sapiens. 255 aa. 
[WO200071754-AK30- 
NOV-2000] 

4..222 
5..226 

130/222 (58%) 
158/222 (70%) 

8e-82 
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ABG19167 

Novel human diagnostic 
protein #19158 - Homo 
sapiens, 248 aa. 
[WO200175067-A2. 11- 
OCT-2001] 

19.. 222 
29..235 

120/207 (57%) 
144/207 (68%) 

7e-70 

ABG04155 

Novel human diagnostic 
protein #4 1 46 - Homo 
sapiens, 206 aa. 
[WO200175067-A2, 11- 
OCT-2001] 

46..242 
1..204 

101/205(49%) 
128/205 (62%) 

5e-54 

i 

ABG19166 

Novel human diagnostic 
protein #1 9 1 57 - Homo 
sapiens, 1 87 aa. 
[WO200175067-A2, 11- 
OCT-2001] 

19..153 
27..176 

,66/151 (43%) 
81/151 (52%) 

9e-30 


In a BLAST search of public sequence datbases, the NOV14a protein was found to 


have homology to the proteins shown in the BLASTP data in Table 14D. 


r TabIe 14D. Public BLASTP Results for NOV14a 

Protein 

Accession 

Number 

Protein/Organism/Length 

! 

NOV14a 
Residues/ 
Match 
Residues 

Identities/ 
Similarities for 
the Matched 
Portion 

Expect 
Value 

Q9EQF4 

Folate receptor 3 (Folate 
receptor 4) (Delta) - Mus 
mitsculus (Mouse), 244 aa. 

1..241 
I ..242 

166/242 (68%) 
191/242 (78%) 

e-104 

P15328 

Folate receptor alpha 
precursor (FR-alpha) (Folate 
receptor 1) (Folate receptor, 
adult) (Adult folate-binding 
protein) (FBP) (Ovarian 
tumor- associated antigen 
MOv IS) (KB cells FBP) - 
Homo sapiens (Human), 257 
aa. 

Membrane-bound folate 
binding protein - Sits scrofa 
(Pig), 249 aa. 

7..242 
10..255 

140/246 (56%) 
169/246 (67%) 

le-84 

Q9XSH1 

7..239 
S..247 

138/240 (57%) 
167/240 (69%) 

4e-84 

! P41439 

Folate receptor gamma 
precursor (FR-gamma) (Folate 
receptor 3) - Homo sapiens 
(Human), 243 aa. 

19..222 
27..230 

129/204 (63%) 
152/204 (74%) 

5e-82 
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P35846 


! 


Folate receptor alpha 
precursor (FR-alpha) (Folate 
receptor 1) (Folate-binding 
protein 1) - Mas muscitlus 
(Mouse), 255 aa. 


7..242 
10..251 


135/242 (55%) 
168/242 (68%) 


7e-S2 


PFam analysis predicts that the NOV 14a protein contains the domains shown in 
Table 14E. 


Table 14E. Domain Analysis of NOV14a 

Pfam Domain 

NOV14a Match Region 

Identities/ 
Similarities 

for the Matched Region 

Expect Value 

Folate_rec 

4..23S 

133/243 (55%) 
181/243 (74%) 

4e-110 


Example 15. 


5 The NOV 15 clone was analyzed, and the nucleotide and encoded polypeptide 

sequences are shown in Table 15A. 


Table 15A. NOV15 Sequence Analysis 


NOV15a, 
CGI 38606-01 
DNA Sequence 


Tl S85~bp" 


JSE2JDN0^49 

TCCTCAAATACAATGCTTCAAAAAACGCTGCTGATCTTGATCTCTTTTTCAGTAGTAACC 


TGGATGATTTTTATAATTTCTCAGAACTTCACAAAGCTTTGGTCTGCTCTAAACTTATCC 
ATCTCTGTCCATTACTGGAACAACTCCGCAAAGTCCTTATTCCCTAAAACATCACTGATA 
CCATTAAAGCCACTAACAGAGACTGAACTCAGAATAAAGGAAATCATAGAGAAACTAGAT 
CAGCAGATCCCACCCAGACCTTTCACCCATGTGAACACCACCACCAGTGCCACACACAGC 
ACAGCCACCATCCTCAACCCTCGAGATACATACTGCAGGGGAGACCAGCTGGACATCCTA 
CTGGAGGTGAGGGACCACTTGGGACAGAGGAAGCAATATGGTGGGGATTTCCTGAGGGCC 
A^GATGTCCTCCCCAGCACTGACGGCAGGTGCTTCAGGAAAGGTGATGGACTTCAACAAT 
GGCACCTACCTGGTCAGCTTCACTCTGTTCTGGGAGGGCCAGGTCTCCCTGTCTCTGCTG 
CTCATCCACCCCAGTGAAGGGGCGTCGGCTCTCTGGAGGGCAAGGAACCAAGGCTATGAT 
; AAAATTATTTTCAAAGGCAAATTTGTTAATGGCACCTCTCATGTCTTCACTGAATGTGGC 
CTGACCCTAAACTCAAATGCTGAACTCTGTGAATATCTGGATGACAGAGACCAAGAAGCC 
TTCTATTGTATGAAGCCTCAACACATGCCCTGTGAGGCTCTGACCTACATGACCACCCGG 
AATAGAGAGGTATCTTATCTTACAGACAAGGAAAACAGCCTTTTCCACAGGTCCAAAGTG 
GGAGTTGAAATGATGAAGGATCGTAAACACATTGATGTCACTAATTGTAACAAGAGAGAA 
AAAATAGAAGAGACATGCCAAGTTGGAATGAAGCCTCCTGTCCCTGGTGGTTATACTTTA 
CAAGGAAAATGGATAACAACATTTTGCAACCAGGTTCAGTTAGACACAATTAAGATAAAT 
GGCTGTTTGAAAGGCAAACTCATTTACCTCCTGGGAGACTCTACACTACGTCAGTGGATC 
TACTACTTCCCCAAAGTTGTAAAAACACTGAAGTTTTTTGATCTTCATGAAACTGGAATC 
TTTAAGAAACATTTGCTTCTGGATGCAGAAAGACACACTCAGATTCAATGGAAAAAACAT 
AGCTATCCCTTCGTCACTTTCCAGCTCTACTCTCTGATAGATCATGATTATATCCCTCGG 
GAAATTGACCGGCTATCAGGTGACAAAAACACAGCCATCGTCATCACCTTTGGCCAGCAC 
TTTAGACCATTTCCCATTGACATTTTTATTCGCAGGGCCATCGGTGTTCAAAAGGCTATT 
GAAAGACTGTTCCTAAGAAGCCCAGCCACTAAAGTGATTATTAAGACAGAAAACATCAGG 
GAGATGCACATAGAGACAGAGAGGTTTGGAGACTTCCATGGTTATATTCACTATCTTATC 
ATGAAGGATATTTTCAAAGACCTCAACGTGGGCATCATTGATGCCTGGGACATGACCATT 
GCATATGGCACTGACACTATCCACCCACCTGATCATGTGATTGGAAATCAGATTAACATG 
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TTCTTAAACTACATTTGCTAAGGGATAAATACTATACAAAATCACTAGGAACCAATCTCT 

G C AC AT AATCC C AC AT GT ATTGT AAAGT AAGTT TT ACTC ATTTT AG G AACT AAG G AAAAT 

AAATTTAAAAGAATCTGTTTGGGGAGGAAGGCTATGTAAGGACAATGACAACTGATAAGG 

GAT G C AAAACC AAG AG AAT CATT C ATG AAG AATGA CT AT AC C ATGC CTGGTTCT G ATG CT 

CGTTT AAAAT AT TAAAAAAGTTTTT 

jORF Start: ATG at 13 \ ]ORP Stop: TAA at 1 639 


SEQ ID NO: 50 {542 aa MW at 62656.8kD 

NOV15a, 
CG138606-01 
Protein Sequence 

MLQKTLLI LISFS WTWMI FI ISQNFTKLWSALNIjSI SVHYWNNS AKSLFPKTSLI PLKP 
LTETELR I KE 1 1 EKLDQQ IPPRP FTHVNTTTS ATHS TATI LN PRDT YCRGDQLD I LLEVR 
DHLGQRKQYGGDFLRARMSSPALTAGASGKVMDFNNGTYLVSFTLFWEGQVSLSLLLIHP 
S EGAS ALWRARNQGYDKI I FKGKFVNGTSHVFTECGLTLNSNAELCE YLDDRDQEAFYCM 
KPQHMPCEALTYMTTRNREVSYLTDKENSLFHRSKVGVEMMKDRKHIDVTNCNKREKIEE 
TCQVGMKPPVPGGYTLQGKWITTPCNQVQLDTIKINGCLKGKLIYLLGDSTLRQWIYYFP 
KWKTLKFFDLHETGIFKKHLLLDAERHTQIQWKKHSYPFVTFQLYSLIDHDYIPREIDR 
LSGDKNTAIVITFGQHFRPFPIDIFIRRAIGVQKAIERLFLRSPATKVIIKTENIREMHI 
ETERFGDFHGYIHYLIMKDIFKDLNVGIIDAWDMTIAYGTDTIHPPDHVIGNQINMFLNY 
IC 


Further analysis of the NOV15a protein yielded the following properties shown in 


Table 15B. 


Table 15B. Protein Sequence Properties NOV15a j 

PSort analysis: j 0.6850 probability located in plasma membrane; 0.6400 probability located in 
I endoplasmic reticulum (membrane); 0.3700 probability located in Golgi body; 
1 0.2923 probability located in microbody (peroxisome) 

SignaiP analysis: j Cleavage site between residues 19 and 20 

A search of the NOV 1 5a protein against the Geneseq database, a proprietary 
5 database that contains sequences published in patents and patent publication, yielded several 


homologous proteins shown in Table 15C. 


Table 15C Geneseq Results for NOV15a 

Geneseq 
Identifier 

Protein/Organism/Length 
[Patent #, Date] 

NOV15a 
Residues/ 
Match 
Residues 

Identities/ 
Similarities for the 
Matched Region 

Expect 
Value 

AAU96185 

Human secreted protein, 
SEQ ID No SI -Homo 
sapiens, 547 aa. 
[WO200224721-Al,28- 
MAR-2002] 

1..542 
6..547 

542/542(100%) JO.O 
542/542(100%) j 

1 
i 

ABG27904 

Novel human diagnostic 
protein #27895 - Homo 
sapiens, 590 aa. 
[WO200175067-A2, 11- 
OCT-2001] 

26..542 
74..590 

515/517(99%) 
515/517(99%) 

0.0 

. 
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AAU83597 

Human PRO protein, Seq ID 
No 12 - Homo sapiens, 544 
aa. [WO200208288-A2,31- 
JAN-2002] 

4..542 
9..544 

372/540 (68%) 
441/540 (80%) 

0.0 

AAU96219 

i 

Human secreted protein, 
SEQ ID No 121 -Homo 
sapiens, 303 aa. 
[WO200224721-Al,2S- 
MAR-2002] 

1..298 
6..303 

291/298 (97%) 
291/298 (97%) 

e-170 

'AAB74709 

i 

! ... 

L " ' " 

Human membrane associated 
protein MEMAP-1 5 - Homo 
sapiens, 277 aa. 
[WO200112662-A2, 22- 
FEB-2001] 

4..273 
9..277 

220/270 (81%) 
245/270 (90%) 

e-I29 


In a BLAST search of public sequence datbases, the NOV15a protein was found to 


have homology to the proteins shown in the BLASTP data in Table 15D. 


[Table 15D. Public BLASTP Results for NOV15a 


Protein 
j Accession 
Number 

Protein/Organism/Length 

NOVlSa 
Residues/ 
Match 
Residues 

Identities/ 
Similarities for 
the Matched 
Portion 

Expect 
Value 

0.0 



Q05004 

Brush border 61.9 kDa 
protein precursor - 
Oiyctolagus cimicuhts 
(Rabbit), 540 aa. 

1..542 
1..540 

427/542 (78%) 
4S6/542 (88%) 

AAH29049 

Hypothetical 46.9 kDa 
protein - Homo sapiens 
(Human), 405 aa. 

138..542 
1..405 

404/405 (99%) 
404/405 (99%) 

0.0 

Q9CX72 

443241 6J03Rik protein - Mits 
mascithis (Mouse), 558 aa. 

6..542 1 339/539 (62%) 
24..55S .416/539(76%) 

0.0 

Q96DL1 

CDNA FLJ25224 fis, clone 
STM00905 - Homo sapiens 
(Human), 365 aa. 

2..292 
18..308 

205/291 (70%) 
239/291 (81%) 

e-116 

Q969Y0 

CDNA FLJ30102 fis, clone 
BNGH4 10001 37, weakly 
similar to brush border 61 .9 
kDa protein precursor 
(Unknown) (Protein for 
MGC: 1 5606) - Homo sapiens 
(Human), 559 aa. 

18..542 
19..555 

168/543 (30%) 
287/543 (51%) 

3e-69 


PFam analysis predicts that the NOV 15a protein contains the domains shown in 


5 Table 15E. 


WO 2003/023008 


PCT7US2002/028596 


Table 15E. Domain Analysis of NOV15a | 



Identities/ 

i 

Pfam Domain 

NOV15a Match Region 

Similarities 
for the Matched 
Region 

i 

Expect Value 



Example 16. 


The NOV16 clone was analyzed, and the nucleotide and encoded polypeptide 


sequences are shown in Table 16A. 


[TabFe 16A. NOVlis Sequence Analysis 


SEQIDNO:51 1638 bp j 

NOV 16a, 
CG138751-01 
DNA Sequence 

; 

ACACGCGCCCAGCTCTGTAGCCTCCTCCGTCGACTCAGCCTTAGGTACCGGTCAGGCAAA 

ATGCGGTCCTCCCTGGCTCCGGGAGTCTGGTTCTTCCGGGCCTTCTCCAGGGACAGCTGG 
TTCCGAGGCCTCATCCTGCTGCTGACCTTCCTAATTTACGCCTGCTATCACATGTCCAGG 
AAGCCTATCAGTATCGTCAAGAGCCGTCTGCACCAGAACTGCTCGGAGCAGATCAAACCC 
ATCAATGATACTCACAGTCTCAATGACACCATGTGGTGCAGCTGGGCCCCATTTGACAAG 
GACAACTATAAGGAGTTACTAGGGGGCGTGGACAACGCCTTCCTCATCGCCTATGCCATC 
GGCATGTTCATCAGTGGGGTTTTTGGGGAGCGGCTTCCGCTCCGTTACTACCTCTCAGCT 
GGAATGCTGCTCAGTGGCCTTTTCACCTCGCTCTTTGGCCTGGGATATTTCTGGAACATC 
CACGAGCTCTGGTACTTTGTGGTCATCCAGGTCTGTAATGGACTCGTCCAGACCACAGGC 
TGGCCCTCTGTGGTGACCTGTGTTGGCAACTGGTTCGGGAAGGGGAAGCGGGGGTTCATC 
ATGGGCATCTGGAATTCCCACACATCTGTGGGCAACATCCTGGGCTCCCTGATCGCCGGC 
ATCTGGGTGAACGGGCAGTGGGGCCTGTCGTTCATCGTGCCTGGCATCATTACTGCCGTC 
ATGGGCGTCATCACCTTCCTCTTCCTCATCGAACACCCAGAAGATGTGGACTGCGCCCCT 
CCTC AG C ACC A CGGTG AG C C AG CTG AG AAC C AG G AC AAC C CT G AGG ACC CTG G G AAC AGT 
CCCTGCTCTATCAGGGAGAGCGGCCTTGAGACTGTGGCCAAATGCTCCAAGGGGCCATGC 
GAAGAGCCTGCTGCCATCAGCTTCTTTGGGGCGCTCCGGATCCCAGGCGTGGTCGAGTTC 
TCTCTGTGTCTGCTGTTTGCCAAGCTGGTCAGTTACACCTTCCTCTACTGGCTGCCCCTC 
TACATCGCCAATGTGGCTCACTTTAGTGCCAAGGAGGCTGGGGACCTGTCTACACTCTTC 
GATGTTGGTGGCATCATAGGCGGCATCGTGGCAGGGCTCGTCTCTGACTACACCAATGGC 
AGGGCCACCACTTGCTGTGTCATGCTCATCTTGGCTGCCCCCATGATGTTCCTGTACAAC 
TACATTGGCCAGGACGGGATTGCCAGCTCCATAGGTGAGGTCCCAGTGATGCTGATCATC 
TGTGGGGGCCTGGTCAATGGCCCATACGCGCTCATCACCACTGCTGTCTCTGCTGATCTG 
GGGACTCACAAGAGCCTGAAGGGCACAGCCAAAGCCCTGTCCACGGTCACGGCCATCATT 
GACGGCACCGGCTCCATAGGTGCGGCTCTGGGGCCTCTGCTGGCTGGGCTCATCTCCCCC 
ACGGGCTGGAACAATGTCTTCTACATGCTCATCTCTGCCGACGTCCTAGCCTGCTTGGTC 
CTTTGCCGGTTAGTATACAAAGAGATCTTGGCCTGGAAGGTGTCCCTGAGCAGAGGCAGC 
GGGTGAGTCCGGGGAGCTGAAGCTGCCCCTCTACCAACCTCATTTCTCGTGGGAATCAGC 

CCAGCGCTCAGTTTCTCC 


ORF Start: ATG at 61 ) 

ORF StoprTGAat 1564 


SEQ ID N0TS2 ";50 1 aa ; MW at 54257.6kD 

NOV16a, 
CG13S751-01 
Protein Sequence 

MRSSLAPGVWFFRAFSRDSWFRGLILLLTFLIYACYHMSRKPISIVKSRLHQNCSEQIKP 
INDTHSLNDTMViCSWAPFDKDNYKELLGGVDNAFLIAYAIGMFISGVFGERLPLRYYLSA 
GMLLSGLFTSLFGLGYFWNIHELWYFWIQVCNGLVQTTGWPSWTCVGNWFGKGKRGFI 
MGIWNSHTSVGNILGSLIAGIWVNGQWGLSFIVPGIITAVMGVITPLFLIEHPEDVDCAP 
PQHHGEPAENQDNPEDPGNS PCS I RESGLETVAKCS KGPCEEPAAI S FFGALRI PGWEF 
SLCLLFAKLVSYTFLYWLPLYIANVAHFSAKEAGDLSTLFDVGGIIGGIVAGLVSDYTNG 
RATTCCVMLILAAPMMFLiYNYIGQDGIASSIGEVPVMLIICGGLVNGPYALITTAVSADL 
GTHKSLKGTAKALSTVTAI IDGTGS IGAALGPLLAGLISPTGWNNVFYMLISADVLACLV 
LCRLVYKEILAWKVSLSRGSG 
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NOV 16b, 
CG138751-02 
DNA Sequence 


SEQ ID NO: 53 


Jl573bp_ 





GACTCAGCCTTAGGTACCGGTCAGGCAAAATGCGGTCCTCCCTGGCTCCGGGAGTCTGGT 


TCTTCCGGGCCTTCTCCAGGGACAGCTGGTTCCGAGGCCTCATCCTGCTGCTGACCTTCC 
TAATTTACGCCTGCTATCACATGTCCAGGAAGCCTATCAGTATCGTCAAGAGCCGTCTGC 
ACCAGAACTGCTCGGAGCAGATCAAACCCATCAATGATACTCACAGTCTCAATGACACCA 
TGTGGTGCAGCTGGGCCCCATTTGACAAGGACAACTATAAGGAGTTACTAGGGGGCGTGG 
ACAACGCCTTCCTCATCGCCTATGCCATCGGCATGTTCATCAGTGGGGTTTTTGGGGAGC 
GGCTTCCGCTCCGTTACTACCTCTCAGCTGGAATGCTGCTCAGTGGCCTTTTCACCTCGC 
TCTTTGGCCTGGGATATTTCTGGAACATCCACGAGCTCTGGTACTTTGTGGTCATCCAGG 
TCTGTAATGGACTCGTCCAGACCACAGGCTGGCCCTCTGTGGTGACCTGTGTTGGCT^ACT 
GGTTCGGGAAGGGGAAGCGGGGGTTCATCATGGGCATCTGGAATTCCCACACATCTGTGG 
GCAACATCCTGGGCTCCCTGATCGCCGGCATCTGGGTGAACGGGCAGTGGGGCCTGTCGT 
TCATCGTGCCTGGCATCATTACTGCCGTCATGGGCGTCATCACCTTCCTCTTCCTCATCG 
AACACCCAGAAGATGTGGACTGCGCCCCTCCTCAGCACCACGGTGAGCCAGCTGAGAACC 
AGGACAACCCTGAGGACCCTGGGAACAGTCCCTGCTCTATCAGGGAGAGCGGCCTTGAGA 
CTGTGGCCAAATGCTCCAAGGGGCCATGCGAAGAGCCTGCTGCCATCAGCTTCTTTGGGG 
CGCTCCGGATCCCAGGCGTGGTCGAGTTCTCTCTGTGTCTGCTGTTTGCCAAGCTGGTCA 
GTTACACCTTCCTCTACTGGCTGCCCCTCTACATCGCCAATGTGGCTCACTTTAGTGCCA 

aggaggctggggacctgtctacactcttcgatgttggtggcatcataggcggcatcgtgg 
cagggctcgtctctgactacaccaatggcagggccaccacttgctgtgtcatgctcatct 
tggctgcccccatgatgttcctgtacaactacattggccaggacgggattgccagctcca 
tagtgatgctgatcatctgtgggggcctggtcaatggcccatacgcgctcatcaccactg 
ctgtctctgctgatctggggactcacaagagcctgaagggcaacgccaaagccctgtcca 
cggtcacggccatcattgacggcaccggctccataggtgcggctctggggcctctgctgg 
ictgggctcatctcccccacgggctggaacaatgtcttctacatgctcatctctgccgacg 
Itcctagcctgcttgctcctttgccggttagtatacaaagagatcttggcctggaaggtgt 
iccctgagcagaggcagcgggtg agtccggggagctgaagctgcccctctaccaacctcat 
ittctcgtggg aat 

r::z 

{497 aa 


lORF Start: ATGat 30 
IDNO: 54 


[ORF Stop TGA at 1521 
; at 53902.2"kD " 


NOV 16b, 
CG138751-02 
Protein Sequence 


MRSSLAPGVWFFRAFSRDSWFRGLILLLTFLIYACYHMSRKPISIVKSRLHQNCSEQIKP 
INDTHSLNDTMWCSWAPFDKDNYKELLGGVDNAFLIAYAIGMFISGVFGERLPLRYYLSA 
GMLLSGLFTSLFGLGYFWNIHELWYFWIQVCNGLVQTTGWPSWTCVGNWFGKGKRGFI 
MGIWNSHTSVGNILGSLIAGIWVNGQWGLSFIVPGIITAVMGVITFLFLIEHPEDVDCAP 
PQHHGEPAENQDNPEDPGNSPCSIRESGLETVAKCSKGPCEEPAAISFFGALRIPGWEF 
iSLCLLFAKLVSYTFLYWLPLYIANVAHFSAKEAGDLSTLFDVGGIIGGIVAGLVSDYTNG 
RATTCCVT4LILAAPMMFLYNYIGQDGIASSIVMLIICGGLVNGPYALITTAVSADLGTHK 
SLKGNAKALSTVTAIIDGTGSIGAALGPLLAGLISPTGWNNVFYMLISADVLACLLLCRL 
VYKEILAWKVSLSRGSG 


Sequence comparison of the above protein sequences yields the following sequence 
relationships shown in Table 16B. 


Table 16B. Comparison of NOV16a against NOV16b. 

Protein Sequence 

NOV16a Residues/ 
Match Residues 

Identities/ 

Similarities for the Matched Region 

•NOV 16b 

1..501 
1..497 

450/501 (89%) 
451/501 (39%) 


Two polymorphic variants of NOV 16a have been identified and are shown in Table 
4 ID. Further analysis of the NOV 16a protein yielded the following properties shown in 
5 Table 16C. 
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Table 16C. Protein Sequence Properties NOV16a 

;. PSort analysis: 

» 

i 

i 
1 

0.6318 probability located in mitochondrial inner membrane; 0.6000 
probability located in plasma membrane; 0.4778 probability located in 
mitochondrial intermembrane space; 0.4262 probability located in 
mitochondrial matrix space 

[signalP analysis: 

Cleavage site between residues 37 and 3S 


A search of the NOV 16a protein against the Geneseq database, a proprietary 
database that contains sequences published in patents and patent publication, yielded several 
homologous proteins shown in Table 16D. 


1 " "■ 

Table 16D. Geneseq Results for NOV16a 

1 

| Geneseq 
] Identifier 

* 

Protein/Organism/Length 
[Patent #, Date] 

NOV16a 
Residues/ 
Match 
Residues 

Identities/ 
Similarities for 
the Matched 
Region 

Expect 
Value 

i 

r - — — 

AAM0077O 

i 
1 

! 1 

Human bone marrow protein, 
SEQIDNO: 139 -Homo 
sapiens. 21 1 aa. 
[WO200153453-A2, 26-JUL- 
2001] 

1 O I..JV I 

1..211 

206/211 (97%) 

C- 1 I o 

' AAM008S9 
! 

1 

1 

| 

Human bone marrow protein, 
SEQ ID NO: 365 -Homo 
sapiens, 20 1 aa. 
[WO200153453-A2, 26- JUL- 
2001] 

170..368 
3. .201 

193/199 (96%) 
195/199 (97%) 

e-113 

AAG31980 

{ 
< 

i 

Arabidopsis thaliana protein 
fragment SEQ ID NO: 38498 
- Arabidopsis thaliana. 416 
aa. [EP1033405-A2, 06-SEP- 
2000] 

24..4S9 
31. .462 

220/470 (46%) 
296/470 (62%) 

e-110 

| AAB42327 

i 

| 

! 

Human ORFX ORF2091 
polypeptide sequence SEQ 
ID NO:41 82 - Homo sapiens. 
192 aa. [WO200058473-A2, 
05-OCT-2000] 

295..489 
2..192 

185/195 (94%) 
187/195 (95%) 

e-100 

j ABB64855 

i 
i 

t 

! 

i 
i 
1 
t 

Dvosophila melanogaster 
polypeptide SEQ ID NO 
21357 - Dvosophila 
melanogaster, 432 aa. 
[WO200171042-A2, 27-SEP- 
2001] 

I45..491 
80..421 

192/352 (54%) 
232/352 (65%) 

4e-98 
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In a BLAST search of public sequence datbases, the NOV 16a protein was found to 
have homology to the proteins shown in the BLASTP data in Table 16E. 


[Table 16E. Public BLASTP Results for NOV16a 



[protein 
; Accession 
Number 

Protein/Organism/Length 

NOV16a 
Residues/ 
Match 
Residues 

Identities/ 
Similarities for the 
Matched Portion 

Expect 
Value 

1 

CUNA rLJ23o2/ lis, clone 
ADSU02391, highly similar 
to Mus muscuhis cAMP 
inducible 2 protein (Ci2) 
mRNA - Homo sapiens 
(Human), 501 aa. 

1..3UJ 

1..497 

494/501 (98%) 
495/501 (98%) 

0.0 

Q9WUS1 

cAMP inducible 2 protein - 
Mus muscuhis (Mouse), 50 1 
aa. J 

1..501 
1..497 

435/501 (86%) 
461/501 (91%) 

0.0 

Q8TEM2 

FLJ00 1 7 1 protein - Homo 
sapiens (Human), 396 aa 
(fragment). 

I. .346 
12..357 

346/346(100%) 
346/346(100%) 

0.0 

•Q8R070 

! 

t 
i 

i 

Similar to solute carrier 
family 37 (glycerol-3- 
phosphate transporter), 
member 1 - Mus mitscuhts 
(Mouse), 531 aa. 

5..4S9 
4..515 

308/516(59%) 
377/516(72%) 

e-173 

AAF46705 

CG 1 0069-PA - Drosophila 
melanogaster (Fruit fly), 516 
aa. 

17..491 
30..505 

257/4S9 (52%) 
320/489 (64%) 

e-136 


PFam analysis predicts that the NOV 16a protein contains the domains shown in 
Table 16F. 


] Table 16R Domain Analysis of NOV16a 




Identities/ 

Pfam Domain 

NOV16a Match Region 

Similarities 



for the Matched Region 

sugarjr 

9..494 

66/553 (12%) 
308/553 (56%) 


Expect Value 

0.28 


Example 17. 

The NOV 17 clone was analyzed, and the nucleotide and encoded polypeptide 
sequences are shown in Table 17A. 
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T ? b,e iZA 4 NOV17 Sequence Analysis 

^""sEQ lb NO: 55 " ' 

NOV 17a, " 
CGI 39062-01 
DNA Sequence 


CAGCGCGAACAGCAGCGGCGGCGTCCCGAGTGCCCGCGGCGCGCGGCGCAGCGATGCGTT 


15590 bp 


T" 


CTGCGGCCGGCCCGCGAGCTAGGCTGGGTTTTTTTTTTTCTCCCCTCCCTCCCCCCTTTT 


T C C AT G C AG CTG AT CT AAAAGGG AAT AAAAGG CT G C G C AT AAT C AT AAT AAT AAAAG AAG 


GGGAGCGCGAGAGAAGGAAAGAAAGCCGGGAGGTGGAAGAGGAGGGGGAGCGTCTCAAAG 


AAGCGATCAGAATAATAAAAGGAGGCCGGGCTCTTTGCCTTCTGGAACGGGCCGCTCTTG 


AAAGGGCTTTTGAAAAGTGGTGTTGTTTTCCAGTCGTGCATGCTCCAATCGGCGGAGTAT 


ATTAGAGCCGGGACGCGGCGGCCGCAGGGGCAGCGGCGACGGCAGCACCGGCGGCAGCAC 


CCCCACGGACGCGCGGCCGGTCCGGGCGCCCCCTAAGCCTCCTGCTCGCCCTGCTCTGTG 
CCCTGCGAGCCAAGGTGTGTGGGGCCTCGGGTCAGTTCGAGTTGGAGATCCTGTCCATGC 
AGAACGTGAACGGGGAGCTGCAGAACGGGAACTGCTGCGGCGGCGCCCGGAACCCGGGAG 
ACCGCAAGTGCACCCGCGACGAGTGTGACACATACTTCAAAGTGTGCCTCAAGGAGTATC 
AGTCCCGCGTCACGGCCGGGGGGCCCTGCAGCTTCGGCTCAGGGTCCACGCCTGTCATCG 
GGGGCAACACCTTCAACCTCAAGGCCAGCCGCGGCAACGACCGCAACCGCATCGTGCTGC 
CTTTCAGTTTCGCCTGGCCGAGGTCCTATACGTTGCTTGTGGAGGCGTGGGATTCCAGTA 
ATGACACCGTTCAACCTGACAGTATTATTGAAAAGGCTTCTCACTCGGGCATGATCAACC 
CCAGCCGGCAGTGGCAGACGCTGAAGCAGAACACGGGCGTTGCCCACTTTGAGTATCAGA 
TCCGCGTGACCTGTGATGACTACTACTATGGCTTTGGCTGCAATAAGTTCTGCCGCCCCA 
G AG ATG ACTTCTTTGG A CACT ATG C CTGTG A C C AG AATGG C AAC AAAA CTTG C ATGG AAG 
GCTGGATGGGCCCCGAATGTAACAGAGCTATTTGCCGACAAGGCTGCAGTCCTAAGCATG 
GGTCTTGCAAACTCCCAGGTGACTGCAGGTGCCAGTATGGCTGGCAAGGCCTGTACTGTG 
ATAAGTGCATCCCACACCCGGGATGCGTCCACGGCATCTGTAATGAGCCCTGGCAGTGCC 
T CTGTG AG ACCAA CTGG GG CG G C C AG CT CTGTG AC AAAG AT CTC AATT ACTGTGGGA CT C 
ATCAGCCGTGTCTCAACGGGGGAACTTGTAGCAACACAGGCCCTGACAAATATCAGTGTT 
CCTGCCCTGAGGGGTATTCAGGACCCAACTGTGAAATTGCTGAGCACGCCTGCCTCTCTG 
ATCCCTGTCACAACAGAGGCAGCTGTAAGGAGACCTCCCTGGGCTTTGAGTGTGAGTGTT 
CCCCAGGCTGGACCGGCCCCACATGCTCTACAAACATTGATGACTGTTCTCCTAATAACT 
GTTCCCACGGGGGCACCTGCCAGGACCTGGTTAACGGATTTAAGTGTGTGTGCCCCCCAC 
AGTGGACTGGGAAAACGTGCCAGTTAGATGCAAATGAATGTGAGGCCAAACCTTGTGTAA 
ACGCCAAATCCTGTAAGAATCTCATTGCCAGCTACTACTGCGACTGTCTTCCCGGCTGGA 
TGGGTCAGAATTGTGACATAAATATTAATGACTGCCTTGGCCAGTGTCAGAATGACGCCT 
CCTGTCGGGATTTGGTTAATGGTTATCGCTGTATCTGTCCACCTGGCTATGCAGGCGATC 
ACTGTGAGAGAGACATCGATGAATGTGCCAGCAACCCCTGTTTGAATGGGGGTCACTGTC 
AGAATGAAATCAACAGATTCCAGTGTCTGTGTCCCACTGGTTTCTCTGGAAACCTCTGTC 
AGCTGGACATCGATTATTGTGAGCCTAATCCCTGCCAGAACGGTGCCCAGTGCTACAACC 
GTGCCAGTGACTATTTCTGCAAGTGCCCCGAGGACTATGAGGGCAAGAACTGCTCACACC 
TGAAAGACCACTGCCGCACGACCCCCTGTGAAGTGATTGACAGCTGCACAGTGGCCATGG 
CTTCCAACGACACACCTGAAGGGGTGCGGTATATTTCCTCCAACGTCTGTGGTCCTCACG 
GGAAGTGCAAGAGTCAGTCGGGAGGCAAATTCACCTGTGACTGTAACAAAGGCTTCACGG 
GAACATACTGCCATGAAAATATTAATGACTGTGAGAGCAACCCTTGTAGAAACGGTGGCA 
CTTGCATCGATGGTGTCAACTCCTACAAGTGCATCTGTAGTGACGGCTGGGAGGGGGCCT 
ACTGTGAAACCAATATTAATGACTGCAGCCAGAACCCCTGCCACAATGGGGGCACGTGTC 
GCGACCTGGTCAATGACTTCTACTGTGACTGTAAAAATGGGTGGAAAGGAAAGACCTGCC 
ACTCACGTGACAGTCAGTGTGATGAGGCCACGTGCAACAACGGTGGCACCTGCTATGATG 
AGGGGGATGCTTTTAAGTGCATGTGTCCTGGCGGCTGGGAAGGAACAACCTGTAACATAG 
CCCGAAACAGTAGCTGCCTGCCCAACCCCTGCCATAATGGGGGCACATGTGTGGTCAACG 
GCGAGTCCTTTACGTGCGTCTGCAAGGAAGGCTGGGAGGGGCCCATCTGTGCTCAGAATA 
CCAATGACTGCAGCCCTCATCCCTGTTACAACAGCGGCACCTGTGTGGATGGAGACAACT 
GGTACCGGTGCGAATGTGCCCCGGGTTTTGCTGGGCCCGACTGCAGAATAAACATCAATG 
AATGCCAGTCTTCACCTTGTGCCTTTGGAGCGACCTGTGTGGATGAGATCAATGGCTACC 
GGTGTGTCTGCCCTCCAGGGCACAGTGGTGCCAAGTGCCAGGAAGTTTCAGGGAGACCTT 
GCATCACCATGGGGAGTGTGATACCAGATGGGGCCAAATGGGATGATGACTGTAATACCT 
GCCAGTGCCTGAATGGACGGATCGCCTGCTCAAAGGTCTGGTGTGGCCCTCGACCTTGCC 
TGCTCCACAAAGGGCACAGCGAGTGCCCCAGCGGGCAGAGCTGCATCCCCATCCTGGACG 
ACCAGTGCTTCGTCCACCCCTGCACTGGTGTGGGCGAGTGTCGGTCTTCCAGTCTCCAGC 
CGGTGAAGACAAAGTGCACCTCTGACTCCTATTACCAGGATAACTGTGCGAACATCACAT 
TTACCTTTAACAAGGAGATGATGTCACCAGGTCTTACTACGGAGCACATTTGCAGTGAAT 
TGAGGAATTTGAATATTTTGAAGAATGTTTCCGCTGAATATTCAATCTACATCGCTTGCG 
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! A CT % r*T"TTT*r*r*Tnyr*> a r*rr* a a r* a a tp7\ 7\ t\t a i"" 7\ r Tf~ i 'VrifZr > C'7i'T r TTC"TCZC r m All^ST STSfTTP 
'AGLL 1 i LLLLJTTCAGLGAALAAx GAAA1 G 1 bruiL-V-rt x liLi i^rtrtbAlAlALObb 

|A I GATGGGAACCCGATCAAGGAAATl AL I lgai Lllbi lAblAAALbl G 

'.AIGGAAALAGCTCGCT GATTGL IGLLG 1 i bL AbAAu l art^Mij l x UMVjrtVjijt„b>b»LL x \_ ILA 

iAGAACAGAACAGATTTLCTTGTTCCCT 1GLJ. iLiuitl l i ijibiLaL l i bbAlL 1 

GTTGCTTGGTGACGGCCTTCTACTGGTGCuTG^GGAAGCGGLGGAAGLLGGGCAGCCACA 

lACACTCAGCCTCTGAGGAlAACACCACCAALAALG 1 bbbbbAbLAbt 1 bAALLAtjA i LA 

aaaaccccattgagaaacatggggccaacacggtccccatcaaggattacgagaacaaga 

ACTCCAAAATGTCTAAAATAAGGACACACAATTCTGAAGTAGAAGAGGACGACATGGACA 
AACACCAGCAGAAAGCCCGGTTTGCCAAGCAGCCGGLGx A 1 ALGL 1 GG 1 AGALAGAGAAG 
AGAAGCCCCCCAACGGCACGCCGACAAAACACCCAAACTGGACAAACAAACAGGACAACA 
p a p a pn ta aa r 1 t h or 1 p a p a. n ptt a a A r» r> r; a ATCIGAGT AC ATCGTATAGC AG ACCGCGG 
GCACTGCCGCCGCTAGGTAGAGTCTGAGGgCTTGTAG Jl I GTT1 AAAG 1 G I Lb 1 G I LA1AL 

TCGAGTCTGAGGCCGTTGCTGACTTAGAATCCCTGTGTTAATTTAAGTTTTGACAAGCTG 

gcttacactggcaatggtagtttctgtggttggctgggaaatcgagtgccgcatctcaca 

G CT ATG C AAAAAG CT AGT C AAC AGTAC C C T GG TTGT GTGT C C C CTTG C AG C CG AC AC G GT 

CTCGGATCAGGCTCCCAGGAGCCTGCCCAGCCCCCTGGTCTTTGAGCTCCCACTTCTGCC 

AGATGTCCTAATGGTGATGCAGTCTTAGA 1 LA 1 AG 1 1 ilAl J. iAIAl i 1A1 1 GAL iLllb 

rtVj I i o 1 1 1 I IblAlAi 1 GG 1 1 1 1 A JL 1 vjrt\_\j ±rt\-.i-u-\vj l rto x lv-iuirti i x Ortrtrto x 

TTTGCAGCTCAGAACCACAGCAACGATCACAAATGACTTTATTATTTATTTTTTTAATTG 

TATTTTTGTTGTTGGGGGAGGGGAGACTTTGATG fLAbLAb 1 1 GL 1 GG 1 AAAA 1 bAAbAA 

TTTAAAGAAAAAAATGTCAAAAGTAGAAlTTTGTATAGTTATGTAAAI AA1 1L111I11A 

rr«»Tp» 74 tv <tt tv nm/Tfn/ifn tv tv mmmn tv i i m i m i i tv rrr rri TV TV j^fPT t\ tv rn tv TV * p p/"< A A ^ A /^/^ ' V L * AAAA ^* A T*/^* A T^T^i** 1 

1 TAATCACTGTGTATATTTGATTTAl I AAL I lAAIAAlLAAbAbLLllAAAALAlLAl 1L 

CTTTTTATTTATATGTATGTGTTTAGAAT I GAAGG i 1 i X Jl GA I AbLAl 1 G 1 AAbLb lAlb 


nAAAATa^TTTaTTTTaaz^ACAATA(^GATGGGCTTCTGTGCCCAGAATACTGATGGAATT 

TTTTTTGTACGACGTCAGATGTTTAAAACACCTTCTATAGCATCACTTAAAACACGTTTT 

AAGGACTGACTGAGGCAGTTTGAGGATTAGTTTAGAACAGGTTTTTTTGTTTGTTTGTTT 

TTTGTTx^TCTGCTx^AGACTTGAAAAGAGACAGGCAGGTGATCTGCTGCAGAGCAGTAA 

GGGAACAAGTTGAGCTATGACTTAACATAGCCAAAATGTGAGTGGTTGAATATGATTAAA 

AATATCAAATTAATTGTGTGAACTTGGAAGCACACCAATCTGACTTTGTAAATTCTGATT 


ACTGCATTTAGGGAGTATTCTAATAAGCTAGTTGAATACTTGAACCATAAAATGTCCAGT 

AAGATCACTGTTTAGATTTGCCATAGAGTACACTGCCTGCCTTAAGTGAGGAAATCAAAG 

TGCTATTACGAAGTTCAAGATCAAAJ\AGGCTTATAAAACAGAGTAATCTTGTTGGTTCAC 

CATTGAGACCGTGAAGATACTTTGTATTGTCCTATTAGTGTTATATGAACATACAAATGC 

ATCTTTGATGTGTTGTTCTTGGCAATAAATTTTGAAAAGTAATATTTATTAAATTTTTTT 

GTATGAAAAC 

jORF Start: ATG at 414 | jORF Stop: TAG at 4068 

jSEQ ID NO: 56 |l218aa jMWat 1 33797. lkD 

NOV! 7a, 
CGI 39062-01 
Protein Sequence 

MRSPRTRGRSGRPLSLLLALLCALRAKVCGASGQFELEILSMQNVNGELQNGNCCGGARN 
PGDRKCTRDECDTYFKVCLKEYQSRVTAGGPCSFGSGSTPVIGGNTFNLKASRGNDRNRI 
VLPFSFAWPRSYTLLVEAWDSSNDTVQPDSIIEKASHSGMINPSRQWQTLKQNTGVAHFE 
YQIRVTCDDYYYGFGCNKFCRPRDDFFGHYACDQNGNKTCMEGWMGPECNRAICRQGCSP 
KHGSCKLFGDCRCQYGWQGLYCDKCIPHPGCVHGICNEPWQCLCETNWGGQLCDKDLNYC 
GTHQPCLNGGTCSNTGPDKYQCSCPEGYSGPNCEIAEHACLSDPCHNRGSCKETSLGFEC 
ECSPGWTGPTCSTNIDDCSPNNCSHGGTCQDLVNGFKCVCPPQWTGKTCQLDANECEAKP 
CVNAKSCKNLIASYYCDCLPGWMGQNCDININDCLGQCQNDASCRDLVNGYRCICPPGYA 
GDHCERDIDECASNPCLNGGHCQNEINRFQCLCPTGFSGNLCQLDIDYCEPNPCQNGAQC 
YNRASDYFCKCPEDYEGKNCSHLKDHCRTTPCEVIDSCTVAMASNDTPEGVRYISSNVCG 
PHGKCKSQSGGKFTCDCNKGFTGTYCHENINDCESNPCRNGGTCIDGVNSYKCICSDGWE 
GAYCETNINDCSQNPCHNGGTCRDLVNDFYCDCKNGWKGKTCHSRDSQCDEATCNNGGTC 
YDEGDAFKCMCPGGWEGTTCNIARNSSCLPNPCHNGGTCWNGESFTCVCKEGWEGPICA 
QNTNDCS PHPCYNSGTCVDGDN WYRCECAPGFAGPDCRINI NECQSS PCAFGATCVDE IN 
GYRCVCPPGHSGAKCQEVSGRPCITMGSVIPDGAKWDDDCNTCQCLNGRIACSKVWCGPR 
PCLLHKGHSECPSGQSCIPILDDQCFVHPCTGVGECRSSSLQPVKTKCTSDSYYQDNCAN 
ITFTFNKEMMSPGLTTEHICSELRNLNILKNVSAEYSIYIACEPSPSANNEIHVAISAED 
IRDDGNPIKEITDKIIDLVSKRDGNSSLIAAVAEVRVQRRPLKNRTDFLVPLLSSVLTVA 
WICCLVTAFYWCLRKRRKPGSHTHSASEDNTTNIWREQLNQIKNPIEKHGANTVPIKDYE 
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Jnknskmskirthnseveeddmdkhqqkarfakqpaytlvdreekppngtptkhpnwtnkq 
(dnrdlesaqslnrmeyiv _ 

jSEQIDNO:57 [4333 bp | 

NOV 17b, 

CTGCGGCCGGCCCGCGAGCTAGGCTGGGTTTTTTTTTTTCTCCCCTCCCTCCCCCCTTTT 

CGI 39062-02 

rCCATGCAGCTGATCTAAAAGGGAATATVAAGGCTGCGCATAATCATAATAATAAAAGAAG 

DNA Sequence 

GGGAGCGCGAGAGAAGGAAAGAAAGCCGGGAGGTGGAAGAGGAGGGGGAGCGTCTCAAAG 

AAGCGATCAGAATAATAAAAGGAGGCCGGGCTCTTTGCCTTCTGGAACGGGCCGCTCTTG 

AAAGGGCTTTTGAAAAGTGGTGTTGTTTTCCAGTCGTGCATGCTCCAATCGGCGGAGTAT 


ATTAGAGCCGGGACGCGGCGGCCGCAGGGGCAGCGGCGACGGCAGCACCGGCGGCAGCAC 


HAGCGCGAACAGCAGCGGCGGCGTCCCGAGTGCCCGCGGCGCGCGGCGCAGCGATGCGTT 

CCCCACGGACGCGCGGCCGGTCCGGGCGCCCCCTAAGCCTCCTGCTCGCCCTGCTCTGTG 
CCCTGCGAGCCAAGGTGTGTGGGGCCTCGGGTCAGTTCGAGTTGGAGATCCTGTCCATGC 
AGAACGTGAACGGGGAGCTGCAGAACGGGAACTGCTGCGGCGGCGCCCGGAACCCGGGAG 
ACCGCAAGTGCACCCGCGACGAGTGTGACACATACTTCAAAGTGTGCCTCAAGGAGTATC 
AGTCCCGCGTCACGGCCGGGGGGCCCTGCAGCTTCGGCTCAGGGTCCACGCCTGTCATCG 
GGGGCAACACCTTCAACCTCAAGGCCAGCCGCGGCAACGACCGCAACCGCATCGTGCTGC 
CTTTCAGTTTCGCCTGGCCGAGGTCCTATACGTTGCTTGTGGAGGCGTGGGATTCCAGTA 
ATGACACCGTTCAACCTGACAGTATTATTGAAAAGGCTTCTCACTCGGGCATGATCAACC 
CCAGCCGGCAGTGGCAGACGCTGAAGCAGAACACGGGCGTTGCCCACTTTGAGTATCAGA 
TCCGCGTGACCTGTGATGACTACTACTATGGCTTTGGCTGCAATAAGTTCTGCCGCCCCA 
GAGATGACTTCTTTGGACACTATGCCTGTGACCAGAATGGCAACAAAACTTGCATGGAAG 
GCTGGATGGGCCCCGAATGTAACAGAGCTATTTGCCGACAAGGCTGCAGTCCTAAGCATG 
GGTCTTGCAAACTCCCAGGTGACTGCAGGTGCCAGTATGGCTGGCAAGGCCTGTACTGTG 
ATAAGTGCATCCCACACCCGGGATGCGTCCACGGCATCTGTAATGAGCCCTGGCAGTGCC 
TCTGTGAGACCAACTGGGGCGGCCAGCTCTGTGACAAAGATCTCAATTACTGTGGGACTC 
ATCAGCCGTGTCTCAACGGGGGAACTTGTAGCAACACAGGCCCTGACAAATATCAGTGTT 
CCTGCCCTGAGGGGTATTCAGGACCCAACTGTGAAATTGCTGAGCACGCCTGCCTCTCTG 
ATCCCTGTCACAACAGAGGCAGCTGTAAGGAGACCTCCCTGGGCTTTGAGTGTGAGTGTT 
CCCCAGGCTGGACCGGCCCCACATGCTCTACAAACATTGATGACTGTTCTCCTAATAACT 
GTTCCCACGGGGGCACCTGCCAGGACCTGGTTAACGGATTTAAGTGTGTGTGCCCCCCAC 
AGTGGACTGGGAAAACGTGCCAGTTAGATGCAAATGAATGTGAGGCCAAACCTTGTGTAA 
ACGCCAAATCCTGTAAGAATCTCATTGCCAGCTACTACTGCGACTGTCTTCCCGGCTGGA 
TGGGTCAGAATTGTGACATAAATATTAATGACTGCCTTGGCCAGTGTCAGAATGACGCCT 
CCTGTCGGGATTTGGTTAATGGTTATCGCTGTATCTGTCCACCTGGCTATGCAGGCGATC 
ACTGTGAGAGAGACATCGATGAATGTGCCAGCAACCCCTGTTTGAATGGGGGTCACTGTC 
AGAATGAAATCAACAGATTCCAGTGTCTGTGTCCCACTGGTTTCTCTGGAAACCTCTGTC 
AGCTGGACATCGATTATTGTGAGCCTAATCCCTGCCAGAACGGTGCCCAGTGCTACAACC 
GTGCCAGTGACTATTTCTGCAAGTGCCCCGAGGACTATGAGGGCAAGAACTGCTCACACC 
TGAAAGACCACTGCCGCACGACCCCCTGTGAAGTGATTGACAGCTGCACAGTGGCCATGG 
CTTCCAACGACACACCTGAAGGGGTGCGGTATATTTCCTCCAACGTCTGTGGTCCTCACG 
GGAAGTGCAAGAGTCAGTCGGGAGGCAAATTCACCTGTGACTGTAACAAAGGCTTCACGG 
GAACATACTGCCATGAAAATATTAATGACTGTGAGAGCAACCCTTGTAGAAACGGTGGCA 
CTTGCATCGATGGTGTCAACTCCTACAAGTGCATCTGTAGTGACGGCTGGGAGGGGGCCT 
ACTGTGAAACCAATATTAATGACTGCAGCCAGAACCCCTGCCACAATGGGGGCACGTGTC 
GCGACCTGGTCAATGACTTCTACTGTGGCTGTAAAAATGGGTGGAAAGGAAAGACCTGCC 
ACTCACGTGACAGTCAGTGTGATGAGGCCAACACGGTCCCCATCAAGGATTACGAGAACA 
AGAACTCCAAAATGTCTAAAATAAGGACACACAATTCTGAAGTAGAAGAGGACGACATGG 
ACAAACACCAGCAGAAAGCCCGGTTTGCCAAGCAGCCGGCGTACACGCTGGTAGACAGAG 
AAGAGAAGCCCCCCAACGGCACGCCGACAAAACACCCAAACTGGACAAACAAACAGGACA 
ArAnA«ACTTGGAAAGTGCCCAGAGCTTAAACCGAATGGAGTACATCGTATAGCAGACCG 
CGGGCACTGCCGCCGCTAGGTAGAGTCTGAGGGCTTGTAGTTCTTTAAACTGTCGTGTCA 

TACTCGAGTCTGAGGCCGTTGCTGACTTAGAATCCCTGTGTTAATTTAAGTTTTGACAAG 

CTGGCTTACACTGGCAATGGTAGTTTCTGTGGTTGGCTGGGAAATCGAGTGCCGCATCTC 

ACAGCTATGCAAAAAGCTAGTCAACAGTACCCTGGTTGTGTGTCCCCTTGCAGCCGACAC 

GGTCTCGGATCAGGCTCCCAGGAGCCTGCCCAGCCCCCTGGTCTTTGAGCTCCCACTTCT 

GCCAGATGTCCTAATGGTGATGCAGTCTTAGATCATAGTTTTATTTATATTTATTGACTC 

TTGAGTTGTTTTTGTATATTGGTTTTATGATGACGTACAAGTAGTTCTGTATTTGAAAGT 

GCCTTTGCAGCTCAGAACCACAGCAACGATCACAAATGACTTTATTATTTATTTTTTTAA 

TTGTATTTTTGTTGTTGGGGGAGGGGAGACTTTGATGTCAGCAGTTGCTGGTAAAATGAA 
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GAATTTAAAGAAAAAAATGTCAAAAGTAGAACTTTGTATAGTTATGTAAATAATTCTTTT 
TTATTAATCACTGTGTATATTTGATTTATTAACTTAATAATCAAGAGCCTTAAAACATCA 
TT C CTTTTT ATTT AT ATGT ATGTGTTT AG AATT G AAG GTTTTTG AT AG C ATT GT AAG CGT 


ATGGCTTTATTTTTTTGAACTCTTCTCATTACTTGTTGCCTATAAGCCAAAATTAAGGTG 


TTTGAAAATAGTTTATTTTAAAACAATAGGATGGGCTTCTGTGCCCAGAATACTGATGGA 


TTTAAGGACTGACTGAGGCAGTTTGAGGATTAGTTTAGAACAGGTTTTTTTGTTTGTTTG 


TTTTTTGTTTTTCTGCTTTAGACTTGAAAAGAGACAGGCAGGTGATCTGCTGCAGAGCAG 


TAAGGGAACAAGTTGAGCTATGACTTAACATAGCCAAAATGTGAGTGGTTGAATATGATT 


AAAAATATCAAATTAATTGTGTGAACTTGGAAGCACACCAATCTGACTTTGTAAATTCTG 


ATTTCTTTTCACCATTCGTACATAATACTGAACCACTTGTAGATTTGATTTTTTTTTTAA 


TCTACTGCATTTAGGGAGTATTCTAATAAGCTAGTTGAATACTTGAACCATAAAATGTCC 


AGTAAGATCACTGTTTAGATTTGCCATAGAGTACACTGCCTGCCTTAAGTGAGGAAATCA 


AAGTGCTATTACGAAGTTCAAGATCAAAAAGGCTTATAAAACAGAGTAATCTTGTTGGTT 


CACCATTGAGACCGTGAAGATACTTTGTATTGTCCTATTAGTGTTATATGAACATACAAA 


TGCATCTTTGATGTGTTGTTCTTGGCAATAAATTTTGAAAAGTAATATTTATTAAATTTT 


TTTGTATGAAAAC 


NOV 17b, 
CGI 39062-02 
Protein Sequence 


jORF Start: ATG at 41 4 


"]799 


aa 


JORF Stop: TAG at 2811 
jKw^882T2.4kDj^ 


MRSPRTRGRSGRPLSLLLALLCALRAKVCGASGQFELEILSMQNVNGELQNGNCCGGARN 
PGDRKCTRPECDTYFKVCLKEYQSRVTAGGPCS FGSGSTPVIGGNTFNLKASRGNDRNRI 
VLPFSFAWPRSYTLLVEAWDSSNDTVQPDSIIEKASHSGMINPSRQWQTLKQNTGVAHFE 
YQIRVTCDDYYYGFGCNKFCRPRDDFFGHYACDQNGNKTCMEGWMGPECNRAICRQGCSP 
KHGSCKLPGDCRCQYGWQGLYCDKCIPHPGCVHGICNEPWQCLCETNWGGQLCDKDLNYC 
GTHQPCLNGGTCSNTGPDKYQCSCPEGYSGPNCEIAEHACLSDPCHNRGSCKETSLGFEC 
ECSPGWTGPTCSTNIDDCSPNNCSHGGTCQDLVNGFKCVCPPQWTGKTCQLDANECEAKP 
CVNAKSCKNLIASYYCDCLPGWMGQNCDININDCLGQCQNDASCRDLVNGYRCICPPGYA 
GDHCERDIDECASNPCLNGGHCQNEINRFQCLCPTGFSGNLCQLDIDYCEPNPCQNGAQC 
YNRASDYFCKCPEDYEGKNCSHLKDHCRTTPCEVIDSCTVAMASNDTPEGVRYISSNVCG 
PHGKCKSQSGGKFTCDCNKGFTGTYCHENINDCESNPCRNGGTCIDGVNSYKCICSDGWE 
GAYCETNINDCSQNPCHNGGTCRDLVNDFYCGCKNGWKGKTCHSRDSQCDEANTVPIKDY 
ENKNSKMSKIRTHNSEVEEDDMDKHQQKARFAKQPAYTLVDREEKPPNGTPTKHPNWTNK 
QDNRDLESAQSLNRMEYIV 


Sequence comparison of the above protein sequences yields the following sequence 
relationships shown in Table 17B. 


Table 17B. Comparison of NOV17a against NOV17b. 


' ' — \ 

Protein Sequence 

NOV17a Residues/ 

Identities/ 

Match Residues 

Similarities for the Matched Region 

NOV 17b 

27..712 

685/686 (99%) 


27..712 

685/686 (99%) 


Five polymorphic variants of NOV17b have been identified and are shown in Table 


41E. 


5 Further analysis of the NOV1 7a protein yielded the following properties shown in 

Table 17C. 


Table 17C. Protein Sequence Properties NOV17a 


i 
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PSort analysis: 

i ..... . . _ r ■ 

0.4600 probability located in plasma membrane; 0.1000 probability located in 
endoplasmic reticulum (membrane); 0.1000 probability located in 
endoplasmic reticulum (lumen); 0.1000 probability located in outside 

| SignalP analysis: 

i — 1 " ■ 11 " " """ " 1 ■' 

Cleavage site between residues 34 and 35 


A search of the NOV 1 7a protein against the Geneseq database, a proprietary 
database that contains sequences published in patents and patent publication, yielded several 
homologous proteins shown in Table 17D. 


Table 17D. Geneseq Results for NOV17a 

Geneseq 
jLtieiiiiiier 

Protein/Organism/Length 

[X Ultlll ft j JL/UICJ 

NOV17a 
Residues/ 

Residues 

Identities/ 
Similarities for the 
Matched Region 

Expect 
Value 

ABB07822 

Human notch agonist ligand 
- Homo sapiens, 1 21 8 aa. 
[WO200218544-A2,07- 
MAR-2002] 

L.1218 
L.1218 

1218/1218(100%) 
1218/1218(100%) 

0.0 

AAW87894 

l 

! 

f 

Human JAGGED 1 protein - : 
Homo sapiens. 1218 aa. 
[ W09S5895S-A2, 30-DEC- 
1998] 

L.1218 
L.1218 

1218/1218(100%) 
1218/1218(100%) 

0.0 

AAW44301 

Human serrate I - Homo 
sapiens, 1218 aa. 
[WO9802458-A1, 22-JAN- 
1 1998] 

L.1218 
L.1218 

1218/1218(100%) 
1218/1218(100%) 

M~ " 

AAU84344 

Protein JAG1 differentially 
expressed in breast cancer 
tissue - Homo sapiens, 1218 
aa.[WO2002l0436-A2,07- 
FEB-2002] 

L.1218 
L.1218 

1217/1218(99%) 
1217/1218(99%) 

0.0 

AAY59597 

Human Serrate protein 
sequence - Homo sapiens, 
1218 aa. [US6004924-A, 
21-DEC-1999] 

L.1218 
L.1218 

1215/1238(99%) 
1216/1218(99%) 

0.0 


5 In a BLAST search of public sequence datbases, the NOV 17a protein was found to 


have homology to the proteins shown in the BLASTP data in Table 17E. 
j Table 17E. Public BLASTP Results for NOV17a 
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i 

1 

' Protein 
i Accession 
' Number 

Protein/Orgnnism/Length 

NOV17a 
Residues/ 
Match 
Residues 

Identities/ 
Similarities for the 
Matched Portion 

Expect 
Value 

P78504 

i 

Jagged 1 precursor (Jagged 1) 
(hJl) - Homo sapiens 
(Human), 1218 aa. 

1..1218 
1..1218 

1218/1218(100%) 
1218/1218(100%) 

0.0 

;q9qxxo 

Jagged 1 precursor (Jagged 1) 
- Mus mitscithis (Mouse), 
1218 aa. 

1..1218 
I. .1218 

1176/1218(96%) 
1194/1218(97%) 

0.0 

Q63722 

Jagged 1 precursor (Jagged 1) 
- Rat tus norvegicus (Rat), 
1219 aa. 

1..I218 
1..1219 

1175/1219(96%) 
1191/1219(97%) 

0.0 

A56136 

jagged protein precursor - 
rat, 1 220 aa. 

1..1218 
1..1220 

1168/1223 (95%) 
1184/1223 (96%) 

0.0 

Q90819 

! 

C-Serate-1 protein - Galhis 
\galhis (Chicken), 1 193 aa 
(fragment). 

27..1218 
1..1193 

1047/1193 (87%) 
1111/1193 (92%) 

0.0 


PFam analysis predicts that the NOV 17a protein contains the domains shown in 
Table 17F. 


Table 17F. Domain Analysis of NOV17a 

i 

! Pfam Domain 

NOV17a Match Region 

Identities/ 
Similarities 
for the Matched 
Region 

Expect Value 

DSL j 167..229 

< 

42/67 (63%) 
63/67 (94%) 

3.9e-40 

EGF 

300..333 

18/47 (38%) 
28/47 (60%) 

le-06 

EGF 

340..371 

16/47 (34%) 
26/47 (55%) 

3.3e-08 

EGF 

378..409 

18/47 (38%) 
30/47 (64%) 

2.9e-09 

EGF 

4 16.. 447 

13/47 (28%) 
19/47 (40%) 

0.003 

EGF 
EGF 

454..4S4 

14/47 (30%) 
26/47 (55%) 

4.6e-07 

491. .522 

16/47 (34%) 
24/47 (51%) 

1 .7e-07 

EGF 

529..560 

4 . . . .. . . i i hi - 

17/47 (36%) 
26/47 (55%) 

2.5e-08 
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EGF 

595..626 

13/47 (28%) 

itH / \J 1/9/ 

0.19 

EGF 

633..664 

15/47 (32%) 

jLji 1 * I \J J /O) 

1.3e-08 

EGF 

671. .702 

15/47 (32%) 

ju/'f / [Oh /oj 

l.le-09 

EGF 

709..740 

13/47 (28%) 
?3/47 C49%) 

0.00072 

EGF 

748.J79 

17/47 (36%) 
27/47 (57%) 

3.1e-09 

EGF 

786..817 

17/47 (36%) 
28/47 (60%) 

3.5e-07 

EGF 

824..S55 

16/47 (34%) 
25/47 (53%) 

1.7e-05 

vwc j 863. .917 

18/84 (21%) 
33/84 (39%) 

0.055 


Example 18. 


The NOV IS clone was analyzed, and the nucleotide and encoded polypeptide 


sequences are shown in Table 1 8A. 


Table 18A. NOV18 Sequence Analysis 


SEQIDNO:59 |5S7bp [ 

NOV18a, 
CG139363-01 
DNA Sequence ■ 

GGAGCTTGCTGACCATCCCTGGGAGCTTTAATGTTTACTTCTATCTTGCAGAGTTTTTCA 

CTGAACTTCACCCTGCCGGCGAACACAGTAAGTACAGCAGCCCCCATTCAGACATCTGGT 
AAGGGCGACTGTGGGCCCTCTCTTGGATTAGCGGCGGGCATACCATTGCTGGTGGCCACA 
GCCCTGCTGGTGGCTTTACTATTTACTTTGATTCACCGAAGAAGAAGCAGCATTGAGGCC 
ATGGAGGTGATTAGTCCATCTTGTATGAAAGAATTCTCTGCTGTAGTTTTTAAAAAACCT 
ATTTGTTTCCTTAAGAATCCTAGGAGATCACCCACACATGAGAAGAATACGATGGGAGCA 
C AAG AGG C CC AC AT AT ATGTGAAGACTGT AG C AGG AAG CG AG G AAC CTGTG C AT G ACCG T 
TACCGTCCTACTATAGAAATGGAAAGAAGGAGGGGATTGTGGTGGCTTGTGCCCAGACTG 
AGCCTGGAATTGATGCAGCTCAGTCAAGGAGCAGCAGACCTGGCACTGGAACAGGGTTGA 
AAACCCAGGGTTTTGTACTTGGAGAGGAAAGATGCCAAGCTGCTTCT 


ORF Start ATG at 31 Q _i9^L St 2P .I5 A a L^ 8 

l^VlSa,"^^""* 
CG139363-01 
Protein Sequence 

SEQID~NO:60 H 69 aa~ |MW at 18?78.4kD 

M FTS I LQS FS LNFTLPANTVSTAAP I QTSGKGDCGPSLGLAAGI PLLVATALLV ALLFTL 
IHRRRSSIEAMEVISPSCMKEFSAWFKKPICFLKNPRRSPTHEKNTMGAQEAHIYVKTV 
AGSEEPVHDRYRPTIEMERRRGLWWLVPRLSLELMQLSQGAADLALEQG 


!SEQlDNO:61 1528 bp | 

NOvTSbT """"" 
CGI 39363-02 
DNA Sequence 

GGGAGCTTTAATGTTTACTTCTATCTTGCAGAGTTTTTCACTGAACTTCACCCTGCCGGC 
GAACACAACGTCCTCTCCTGTCACAGGTGGGAAAGAAACGGACTGTGGGCCCTCTCTTGG 
ATTAGCGGCGGGCATACCATTGCTGGTGGCCACAGCCCTGCTGGTGGCTTTACTATTTAC 
TTTGATTCACCGAAGAAGAAGCAGCATTGAGGCCATGGAGGAAAGTGACAGACCATGTGA 
AATTTCAGAAATTGATGACAATCCCAAGATATCTGAGAATCCTAGGAGATCACCCACACA 
TGAGAAGAATACGATGGGAGCACAAGAGGCCCACATATATGTGAAGACTGTAGCAGGAAG 
CGAGGAACCTGTGCATGACCGTTACCGTCCTACTATAGAAATGGAAAGAAGGAGGGGATT 
nTnnTnnrTTnTGrrrAnarTnAnrrTGGAATGATCCAGCTCAGTCAAGGAGCAGCAGAC 
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ICTGGCACTGGAACAGGGTTGAAAACCCAGGGTTTTGTACTTGGAGAGG 

jORF Start: ATG at 1 1 

| |ORF Stop: TGA at 452 


SEQ ID NO: 62 

1 47 aa |M W at 1 63*72.4kp 

NOV 18b, 
CG 139363-02 
Protein Sequence 

MFTSILQSFSLNFTLPANTT5SPVTGGKETDCGPSLGLAAGIPLLVATALLVALLFTLIH 
RRRSSIEAMEESDRPCEISEl DDNPKISENPRRSPTHEKNTMGAQEAHIYVKTVAGSEEP 

vhdryrptiemerrrglwwlvprlsle 


Sequence comparison of the above protein sequences yields the following sequence 


relationships shown in Table 18B. 


Table 18B. Comparison of NOV18a against NOV18b. 


n A . 0 j NOVlSa Residues/ 
Protein Sequence j Match Residues 

Identities/ 

Similarities for the Matched Region 

NOV18b It. .153 
I1..147 

108/153(70%) ! 
114/153 (73%) 


Further analysis of the NOV 18a protein yielded the following properties shown in 
Table 18C. 


1 — — --■ ' "■ ■ 

i Table 18C. Protein Sequence Properties NOVlSa 

PSort analysis: 

0.8569 probability located in mitochondrial inner membrane; 0.4456 
probability located in mitochondrial intermembrane space; 0.2847 probability 
located in mitochondrial matrix space; 0.2847 probability located in 
mitochondrial outer membrane 

SignalP analysis: 

Cleavage site between residues 64 and 65 


5 A search of the NOV1 8a protein against the Geneseq database, a proprietary 

database that contains sequences published in patents and patent publication, yielded several 


homologous proteins shown in Table 1 8D. 


Table 18D. Geneseq Results for NOVlSa 

j Geneseq 
Identifier 

Protein/Organism/Length 
[Patents Date] 

NOVlSa 
Residues/ j 
Match 
Residues 

Identities/ 
Similarities for 
the Matched 
Region 

Expect 
Value 

ABG23422 

! 

i 

Novel human diagnostic 
protein #23413 - Homo 
sapiens, 163 aa. 
[WO200175067-A2, 11- 
OCT-2001] 

S..153 
15..I63 

123/153 (80%) 
127/153 (82%) 

3e-58 

AAM79058 

Human protein SEQ ID NO 
1720 - Homo sapiens, 141 aa. 
[WO200157190-A2, 09- 
AUG-2001) 

8..153 
2..141 

116/146 (79%) 
122/146 (83%) 

le-56 
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t — 

j AAY94922 

i 

Human secreted protein clone 
pv6_l protein sequence SEQ 
ID NO:50 - Homo sapiens, 
141 aa. [WO200009552-AL 
24-FEB-2000] 



8.. 153 
2..141 

115/146 (78%) 
121/146 (82%) 

le-55 

ABG23423 

• 

Novel human diagnostic 
protein #23414 - Homo 
sapiens, 209 aa. 
[WO200175067-A2, 11- 
OCT-2001] 

8.. 158 
35..179 

115/151 (76%) 
122/151 (80%) 

2e-55 

AAMS0042 

Human protein SEQ ID NO 
3688 - Homo sapiens. 133 aa. 
[WO200157190-A2, 09- 
AUG-2001] 

8..141 
11..133 

104/134 (77%) 
109/134 (80%) 

3e-47 


In a BLAST search of public sequence datbases, the NOV 1 8a protein was found to 


have homology to the proteins shown in the BLASTP data in Table 1 8E. 


! Table 18E. Public BLASTP Results for NOV18a 



f 

| Protein 
j Accession 
j Number 

Protein/Organism/Length 

NOV18a , Identities/ 
Residues/ Similarities for 
Match ) the Matched 
Residues j Portion 

Expect 
Value 

f Q96PE5 

Transmembrane protein 
HTMP10 - Homo sapiens 
(Human), 141 aa. 

8.. 153 ! 116/146(79%) 
2.. 141 1 122/146(83%) 

4e-56 

Q29102 

1 

Transmembrane protein 
sp83.5 -Susscrofa (Pig), 142 
aa. 

8.. 153 
2.. 142 

104/147 (70%) 
117/147 (78%) 

5e-50 

P54423 

i 

i 

Cell wall-associated protease 
precursor (EC 3.4.21.-) 
[Contains: Cell wall- 
associated polypeptides 
CWBP23 and CWBP52] - 
Bacillus sabtilis, 894 aa. 

91..167 
662..737 

! 

22/77 (28%) 
39/77 (50%) 

2.7 

Q9A7Z7 

Hypothetical protein CC1570 
- Caulobacter crescentits, 311 
aa. 

108..151 
184..227 

14/44(31%) 
23/44 (51%) 

3.5 

■ Q8S9L6 

i 

_ 

AT4g21410/T6K22_140- 
Arabidopsis thaliana (Mouse- 
ear cress), 679 aa. 

16..77 1 19/62 (30%) 
265..326 i 32/62 (50%) 

! 

3.5 


PFam analysis predicts that the NOVlSa protein contains the domains shown in 


5 Table 18F. 
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Table 18F. Domain Analysis of NOVlSa 


Pfam Domain 


Identities/ 

^ . o ^ . , Similarities 
NOVlSa Match Reg.on ; for fte 

Region 


Expect Value 


Example 19. 

The NOV 19 clone was analyzed, and the nucleotide and encoded polypeptide 
sequences are shown in Table I9A. 


Ta ble 19A >NOV1 9 Se quence A nalysis 

}SEQIDN0:63 1471 bp 


NOV19a, 
CG1401SS-01 


T 


CCACCCTTGCTGCCACTAACATGGAGACTTTGTACCGTGTCCCATTCTTAGTGCTCGAAT 


GTCCCAACCTGAAGCTGAAGAAGCCGCCCTGGCTGCAAGTGCTGTCGGCCATGATTGTGT 


DNA Seauence Iatgctctgatggtggtgtcttacttcctcgtcactggaggaataatttatgatgttattg 
|ttgaacctccaagcattggctctatgactgatgaacacgggcatcagaggccagtagctt 
Itcttggcctacagagtaaatgaacaatgtattatggaaggacttgcatccagcttcctgt 
Ittacaataggaggtttaggtttcatattcctggaccgatggaatgcaccaaatatcccaa 
iaactcaatagatttcttcttctattcattggattcgtttgtgtcctattgagctttttca 
^tggctagagtattcatgagaatgaaactgccgggctatctgatgggttaga 


1149 aa 


jORF Stop: TAG at 468 _^ 
~JMW at \69153kD ~' ~ 


NOV 19a, 
CG140188-01 


Protein Sequence 


jORFStart: ATGat 2 1 
JSEQ ID NO: 6 4 

TmetlyrVpflvlecpnlklkkppwl^^ 

ISMTDEHGHQRPVAFLAYRVNEQCIMEGIjASSFLFTIGGLGFI FLDRWNAPNI PKLNRFLL 
•LFIGFVCVLLSFFMARVFMRMKLPGYLMG 


Further analysis of the NOV19a protein yielded the following properties shown in 
Table 19B. 


Table 19B. Protein Sequence Properties NOV19a 

r* 

PSort analysis: 

0.6000 probability located in plasma membrane; 0.4000 probability located in 
Golgi body; 0.3000 probability located in endoplasmic reticulum (membrane); 
0.0300 probability located in mitochondrial inner membrane 

SignalP analysis: 

Cleavage site between residues 48 and 49 


A search of the NOV 19a protein against the Geneseq database, a proprietary 
database that contains sequences published in patents and patent publication, yielded several 
homologous proteins shown in Table 19C. 


Table 19C. Geneseq Results for NOV19a 
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Geneseq 
Identifier 

Protein/Orga nism/Length 
[Patent #, Date] 

NO VI 9a 
Residues/ 
Match 
Residues 

Identities/ 
Similarities for 
the Matched 
Region 

Expect 
Value 

AAY53631 

A hone marrow secreted 
protein designated BMS155 - 
Homo sapiens, 149 aa. 
[W09933979-A2 ? 08-JUL- 
1999] 

1..149 
1..149 

137/149 C91%^ 
142/149 (94%) 

I 

\ 

1 

j 

it / j 

AAYS3042 

MuiTiAn secreted protein clone 
pu282 10 protein sequence 
SEQ IDNO:90-Zfo/wo 
sapiens, 1 49 aa. 
[W09957132-A1, 11-NOV- 
1999] 

1..149 
I ..149 

* 137/149 

\ 142/149 (94%) 

1e-7S 

AAB12143 

• ■ ■ ■ 
} Hydrophobic domain protein 

isolated from WERI-RB cells 

- Homo sapiens, 1 49 aa. 

[WO200029448-A2, 25- 

MAY-2000] 

1..149 
L.149 

137/149 (91%) 
142/149 (94%) 

le-75 

i 
1 

AAY59670 

Secreted protein 108-005-5- 
0-F6-FL - Homo sapiens, 149 
aa. [WO9940189-A2, 12- 
AUG-1999] 

I..149 
1..149 

137/149 (91%) 
142/149 (94%) 

le-75 

AAY60146 

Human endometrium tumour 
EST encoded protein 206 - 
Homo sapiens, 171 aa. 
[DE19S17948-Al,21-OCT- 
j 1 999] 

1..I49 
23..171 

137/149 (91%) 
142/149 (94%) 

| le-75 i 

: 

In a BLAST search of public sequence datbases, the NOV 19a protein was found to 
have homology to the proteins shown in the BLASTP data in Table 19D. 

Table 19D. Public BLASTP Results for NOV19a 

Protein 

Accession 

Number 

Protein/Organism/Length 

NOV19a 
Residues/ 
Match 
Residues 

Identities/ 
Similarities for 
the Matched 
Portion 

Expect 
Value 

Q9NRP0 

1 

DC2 (Hydrophobic protein 
HSF-28) (Hypothetical 16.8 
kDa protein) - Homo sapiens 
[Human), 149 aa. 

1..149 
1..I49 

137/149(91%) 
142/149 (94%) 

4e-75 

Q9P075 

I 

KSPC307 - Homo sapiens 
[Human), 167 aa (fragment). 

1..149 
19..167 

137/149 (91%) 
142/149(94%) 

4e-75 
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Q9CPZ2 

2310008M10Rik protein 
(R1KEN cDNA 231000SM10 
gene) - Mas muscuhis 
(Mouse), 149 aa. 

1..149 
1..149 

136/149 (91%) 
142/149 (95%) 

9e-75 

Q9P1R4 

HDCMD45P - Homo sapiens 
(Human), 160 aa (fragment). 

1..149 ' 
12..160 

136/149(91%) 
141/149 (94%) 

3e-74 

Q8TBU1 

Similar to DC2 protein - 
Homo sapiens (Human), 1 19 
aa. 

31..149 
1..119 

118/119(99%) 
118/119(99%) 

4e-63 


PFam analysis predicts that the NOV19a protein contains the domains shown in 
Table 19E. 


Table 19E. Domain Analysis of NOV19a 




Identities/ 


Pfam Domain 

NOV19a Match Region 

Similarities 
for the Matched 
Region 

Expect Value 


Example 20. 

The NOV20 clone was analyzed, and the nucleotide and encoded polypeptide 
5 sequences are shown in Table 20A. 


iTabij^b^^W 

[ jS EQIDNO : 65 [755 b p 


NOV20a, ] 
CG140305-01 | 
DNA Sequence 

GGAGCTCTGCTGTCTTCTCAGGGAGACTCTGAGGCTCTGTTGAGAATCATGCTTTGGAGG 

CAGCTCATCTATTGGCAACTGCTGGCTTTGTTTTTCCTCCCTTTTTGCCTGTGTCAAGAT 
GAATACATGGAGTCTCCACAAACCGGAGGACTACCCCCAGACTGCAGTAAGTGTTGTCAT 
GGAGACTACAGCTTTCGAGGCTACCAAGGCCCCCCTGGGCCACCGGGCCCTCCTGGCATT 
CCAGGAAACCATGGAAACAATGGCAACAATGGAGCCACTGGTCATGAAGGAGCCAAAGGT 
GAGAAGGGCTACCCGGGGATTCCACCAGAACTTCAGATTGCATTCATGGCTTCTCTGGCA 
ACCCACTTCAGCAATCAGAACAGTGGGATTATCTTCAGCAGTGTTGAGACCAACATTGGA 
AACTTCTTTGATGTCATGACTGGTAGATTTGGGGCCCCAGTATCAGGTGTGTATTTCTTC 
ACCTTCAGCATGATGAAGCATGAGGATGTTGAGGAAGTGTATGTGTACCTTATGCACAAT 
GGCAACACAGTCTTCAGCATGTACAGCTATGAAATGAAGGGCAAATCAGATACATCCAGC 
AATCATGCTGTGCTGAAGCTAGCCAAAGGGGATGAGGTTTGGCTGCGAATGGGCAATGGC 
GCTCTCCATGGGGACCACCAACGCTTCTCCACCTTTGCAGGATTCCTGCTCTTTGAAACT 
AAGTAAATATATGACTAGAATAGCTCCACTTTGGG 


ORF Start: ATG at 49 j Stop: TAA at 724 

!SEO ID NO: 66 |225 aa |MW at 24S36.9kD 

NOV20a, 
CG140305-01 
Protein Sequence 

MLWRQLIYWQLLALFFLPFCLCQDEYMESPQTGGLPPDCSKCCHGDYSFRGYQGPPGPPG 
PPGIPGNHGNNGNNGATGHEGAKGEKGYPGIPPELQIAFMASLATHFSNQNSGIIFSSVE 
TNIGNFFDVMTGRFGAPVSGVYFFTFSMMKHEDVEEVYVYLMHNGNTVFSMYSYEMKGKS 
DTSSNHAVLKLAKGDEVWLRMGNGALHGDHQRFSTFAGFLLFETK 


SEQIDNO:67 jS42 bp \ 

NOV20b, 
CG140305-02 

GnAGCTCTGCTGTCTTCTCAGGTAGACTCTGAGGCTCTGTTGAGAATCATGCTTTGGAGG 

CAGCTCATCTATTGGCAACTGCTGGCTTTGTTTTTCCTCCCTTTTTGCCTGTGTCAAGAT 
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py\T A CunnonrP 

lhna oequence 

GAATACATGGAGTCTCCACAAACCGGAGGACTACCCCCAGACTGCAGTAAGTGTTGTCAT 
GGAGACTACAGCTTTCGAGGCTACCAAGGCCCCCCTGGGCCACCGGGCCCTCCTGGCATT 
CCAGGAAACCATGGAAACAATGGCAACAATGGAGCCACTGGTCATGAAGGAGCCAAAGGT 
GAGAAGGGCGACAAAGGTGACCTGGGGCCTCGAGGGGAGCGGGGGCAGCATGGCCCCAAA 
GGAGAGAAGGGCTACCCGGGGATTCCACCAGAACTTCAGATTGCATTCATGGCTTCTCTG 
GCAACCCACTTCAGCAATCAGAACAGTGGGATTATCTTCAGCAGTGTTGAGACCAACATT 
GGAAACTTCTTTGATGTCATGACTGGTAGATTTGGGGCCCCAGTATCAGGTGTGTATTTC 
TTCACCTTCAGCATGATGAAGCATGAGGATGTTGAGGAAGTGTATGTGTACCTTATGCAC 
AATGGCAACACAGTCTTCAGCATGTACAGCTATGAAATGAAGGGCAAATCAGATACATCC 
AGCAATCATGCTGTGCTGAAGCTAGCCAAAGGGGATGAGGTTTGGCTGCGAATGGGCAAT 
GGCGCTCTCCATGGGGACCACCAACGCTTCTCCACCTTTGCAGGATTCCTGCTCTTTGAA 
ACTAAGTAAATATATGACTAGAATAGCTCCACTTTGGGGAAGACTTGTAGCTGAGCTGAT 

AA 


ORF Start: ATG at 49 

|ORF Stop: TAA at 787 


SEQ ID NO: 68 |246 aa |MW at 26994.2RD 

NOV20b, 
CG140305-02 
Protein Sequence 

MLWRQLIYWQLLALFFLPFCLCQDEYMESPQTGGLPPDCSKCCHGDYSFRGYQGPPGPPG 
PPGIPGNHGNNGNNGATGHEGAKGEKGDKGDLGPRGERGQHGPKGEKGYPGIPPELQIAF 
MASLATHFSNQNSGIIFSSVETNIGNFFDVMTGRFGAPVSGVYFFTFSMMKHEDVEEVYV 
YLMHNGNTVFSMYSYEMKGKSDTSSNHAVLKLAKGDEVWLRMGNGALHGDHQRFSTFAGF 
LLFETK 


Sequence comparison of the above protein sequences yields the following sequence 
relationships shown in Table 20B. 


Table 20B. Comparison of NOV20a against NOV20b. 

Protein Sequence 

NOV20a Residues/ 
Match Residues 

Identities/ 

Similarities for the Matched Region 

NOV20b 

1 ..225 
1 ..246 

188/246 (76%) 
188/246 (76%) 


Two polymorphic variants of NOV20a have been identified and are shown in Table 
41F. Further analysis of the NOV20a protein yielded the following properties shown in 
Table 20C. 


Table 20C. Protein Sequence Properties NOV20a 

PSoit analysis: 

0.7666 probability located in outside; 0.2383 probability located in microbody 
(peroxisome); 0.1000 probability located in endoplasmic reticulum 
(membrane); 0.1000 probability located in endoplasmic reticulum (lumen) 

SignalP analysis: 

Cleavage site between residues 23 and 24 


A search of the NOV20a protein against the Geneseq database, a proprietary 
database that contains sequences published in patents and patent publication, yielded several 
homologous proteins shown in Table 20D. 


Table 20D. Geneseq Results for NOV20a 
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Geneseq 
Identifier 

Protein/Organism/Length 
(Patent #, Date] 

NOV20a 
Residues/ 
Match 
Residues 

Identities/ 
Similarities for 
the Matched 
Region 

Expect 
Value 

i 

AAU84371 

Novel human secreted or 
membrane-associated protein 
#10- Homo sapiens, 246 aa. 
[WO200204600-A2. 17- 
JAN-2002] 

1..225 
L.246 

i 

225/246 (91%) 
225/246 (91%) 

e-134 

AAB88447 

Human membrane or 
secretory protein clone 
PSEC0232 - Homo sapiens, 
246 aa. [EP1067182-A2, 10- 
JAN-2001] 

1..225 
1..246 

225/246 (91%) 
225/246 (91%) 

e-134 

A AB 18909 

f\r\U 107U7 

r\ IIU VCI yf\J\y JJCJJUUU 

designated PR01484 - Homo 
sapiens, 246 aa. 
[WO200056889-A2, 28-SEP- 
2000] 

1..225 
1..246 

225/246 (91%) 
225/246 (91%) 

e-134 

AAB29580 

Human adipocyte 
complement related protein 
homolog zacrp3, SEQ ID 
NO:2 - Homo sapiens, 246 
aa. [WO200063377-Al,26- 
OCT-2000] 

1..225 
L.246 

225/246 (91%) 
225/246 (91%) 

e-134 

AAB15548 

Human immune system 
molecule from lncyte clone 
1 890540 - Homo sapiens, 
246 aa. [WO200060080-A2, 
12-OCT-2000] 

1..225 
L.246 

225/246 (91%) 
225/246 (91%) 

e-134 


In a BLAST search of public sequence datbases, the NOV20a protein was found to 


have homology to the proteins shown in the BLASTP data in Table 20E. 


Table 20E. Public BLASTP Results for NOV20a 

Protein 

Accession 

Number 

Protein/Organism/Length 

NOV20a 
Residues/ 
Match 
Residues 

Identities/ 
Similarities for 
the Matched 
Portion 

Expect 
Value 

Q9BXJ4 

Complement-clq tumor 
necrosis factor-related protein 
3 precursor (Secretory protein 
CORS26) - Homo sapiens 
(Human), 246 aa. 

1..225 
1..246 

225/246 (91%) 
225/246 (91%) 

e-134 
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Q9ES30 

Collagenous repeat- 
containing sequence of 
26kDa protein - Mas 
muscuhts (Mouse), 246 aa. 

1..225 
1..246 

215/246 (87%) 
217/246 (87%) 

e-127 

CAC5I163 

Sequence 59 from Patent 
WOO 149728 - Homo sapiens 
(Human), 223 aa. 

28..126 
101. .220 

98/120 (81%) 
99/120 (81%) 

2e-53 j 

Q9ESN4 

Gliacolin precursor - Mas 
mitscithts (Mouse), 255 aa. 

45..222 
64..253 

66/194 (34%) 
97/194 (49%) 

le-22 

Q8TE71 

! 

EEG 1 L - Homo sapiens 
(Human), 1077 aa. 

8S..223 
940..1076 

51/138 (36%) 

87/138(62%) 


3e-22 


PFam analysis predicts that the NOV20a protein contains the domains shown in 
Table 20F. 


Table 20F. Domain Analysis of NOV20a 

Pfam Domain 

NOV20a Match Region , 

Identities/ 
Similarities 

for the Matched Region 

Expect Value 

Collagen 

37..95 

23/60 (38%) 
37/60 (62%) 

0.00032 

Clq 

98..221 

45/137(33%) 
76/137(55%) 

2.3e-17 


Example 21. 


The NOV21 clone was analyzed, and the nucleotide and encoded polypeptide 
5 sequences are shown in Table 21 A. 


Table 21A. NOV21 Sequence Analysis 


SEQIDNO:69 j 1725 bp 


NOV21a ? 
CGI 40639-01 
DNA Sequence 

CGGCCGGCGCTGCAGACCCGCTGCTGTTGTCCGGGTCTGTGCGGTCCCGAGGGCCCTCCG 

TGCCGCCGGCGCCATGGGCAATTGCCACACGGTGGGGCCCAACGAGGCGCTGGTGGTTTC 
AGGGGGCTGTTGTGGTTCCGACTATAAACAGTACGTGTTTGGCGGCTGGGCCTGGGCCTG 
GTGGTGTATCTCCGACACTCAGAGGATTTCCCTAGAGATTATGACGTTGCAGCCCCGCTG 
CGAGGACGTAGAGACGGCCGAGGGGGTAGCTTTAACTGTGACGGGTGTCGCCCAGGTGAA 
GATCATGACGGAGAAGGAACTCCTGGCCGTGGCTTGTGAGCAGTTTCTGGGTAAGAATGT 
GCAGGACATCAAAAACGTCGTCCTGCAGACCCTGGAGGGACATCTGCGCTCCATCCTCGG 
GACCCTGACAGTGGAGCAGATTTATCAGGACCGGGACCAGTTTGCCAAGCTGGTGCGGGA 
GGTGGCAGCCCCTGATGTTGGCCGCATGGGCATTGAGATCCTCAGCTTCACCATCAAGGA 
CGTGTATGACAAAGTGGACTATCTGAGCTCCCTGGGCAAGACGCAGACTGCCGTGGTGCA 
GAGAGATGCTGACATTGGCGTGGCCGAGGCTGAACGGGACGCAGGCATCCGGGAAGCTGA 
GTGCAAGAAGGAGATGCTGGATGTGAAGTTCATGGCAGACACCAAGATTGCTGACTCTAA 
GCGAGCCTTCGAGCTGCAAAAGTCAGCCTTCAGTGAGGAGGTTAACATCAAGACAGCTGA 
GGCCCAGTTGGCCTATGAGCTGCAGGGGGCCCGTGAACAGCAGAAGATCCGGCAGGAAGA 
GATTGAGATTGAGGTTGTGCAGCGCAAGAAACAGATTGCCGTGGAGGCACAGGAGATCCT 
GCGTACGGACAAGGAGCTCATCGCTACAGTGCGCCGGCCTGCCGAGGCCGAGGCCCACCG 
CATCCAGCAGATTGCCGAGGGTGAAAAGGTGAAGCAGGTCCTCTTGGCACAGGCAGAGGC 
TGAGAAGATCCGCAAAATCGGGGAGGCGGAAGCGGCAGTCATCGAGGCGATGGGCAAGGC 
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AGAGGCTGAGCGGATGAAGCTCAAGGCAGAAGCCTACCAGAAATACGGGGATGCAGCCAA 

CAAGGTCGATGAGATTGTGGTCCTCAGTGGAGACAACAGTAAGGTCACATCAGAAGTGAA 
CCGACTGCTGGCCGAGCTGCCTGCCTCTGTGCATGCCCTCACAGGCGTGGACCTGTCTAA 
GATACCCCTGATCAAGAAGGCCACTGGTGTGCAGGTGTGAGGCTCCTGCAGGCCCACTCT 
]CTTCAGCAGCCACCCGGCCCTCCCTCCAGCACCCGTTTTAATCCCACAGAACAACGGGAA 

jCGTTACTGACTCTGGTGCCTTATCTCGAAGGGACCAGAAGTGCTGCGTGTTCAGGCCATC 

TCTGGCTGTCTTCCTGTCTCTCCTGTCTGTCCACCTCCTCCTCTTCCTCTCCTTTACCCC 

ACTTTCACTGCCACTTTCATCAGGTTTGTGTCTCATCTCCCTGCGTGTCTTTTCCTTTGT 

CTGTCTTTTTCTTTCCCCCATGCACATCATGTAGATTAAGCTGAAGATGTTTATTACAAT 

CACTCTCTGTGGGGGGTGGCCCTGCTGCTCCTCAGAATCCTGGTG 


ORF Start: ATG at 74 jORF Stop: TGA at 1 358 


SEQ ID NO: 70 428 aa jMW at 47063. 7kD 

NOV21a, 
CG140639-01 
Protein Sequence 

MGNCHTVGPNEALWSGGCCGSDYKQYVFGGWAWAWWCISDTQRISLEIMTLQPRCEDVE 
TAEGVALTVTGVAQVKIMTEKELLAVACEQFLGKNVQDIKNWLQTLEGHLRSILGTLTV 
EQIYQDRDQFAKLVREVAAPDVGRMGIEILSFTIKDVYDKVDYLSSLGKTQTAWQRDAD 
IGVAEAERDAGIREAECKKEMLDVKFMADTKIADSKRAFELQKSAFSEEVNIKTAEAQLA 
YELQGAREQQKIRQEEIEIEWQRKKQIAVEAQEILRTDKELIATVRRPAEAEAHRIQQI 
AEGEKVKQVLLAQAEAEKIRKIGEAEAAVIEAMGKAEAERMKLKAEAYQKYGDAAKMALV 
LEALPQIAAKIAAPLTKVDEIWLSGDNSKVTSEVNRLLAELPASVHALTGVDLSKIPLI 
KKATGVQV 

[ ~ ■ "• — ~ 

SEQ ID NO: 71 ]?3S9 bp j 

jNOV21b, 
ICG 140639-02 
DNA Sequence 

CTGCTGTTGTCCGGGTCTGTGCGGTCCCGAGGGCCCTCCGTGCCGCCGGCGCCATGGGCA 

ATTGCCACACGGTGGGGCCCAACGAGGCGCTGGTGGTTTCAGGGGGCTGTTGTGGTTCCG 

ACT AT AAAC AGTACGTGTTTGGC GG CTG GG C CT GGG C CTGGTGGTGT AT CTC CG ACA CT C 

AG AG GATTT C C CT AG AG ATT ATG A CGTTG CAGC C C CG CTG CG AGG ACGT AG AG ACG G CCG 

AGGGGGTAGCTTTAACTGTGACGGGTGTCGCCCAGGTGAAGATCATGACGGAGAAGGAAC 

TC CTGG C C GTGGCTT GTG AG CAGTTT CTGGGT AAG AATGTG C AGG AC AT C AAAAA CGTC G 

TCCTGCAGACCCTGGAGGGACATCTGCGCTCCATCCTCGGGACCCTGACAGTGGAGCAGA 

TTTATCAGGACCGGGACCAGTTTGCCAAGCTGGTGCGGGAGGTGGCAGCCCCTGATGTTG 

GCCGCATGGGCATTGAGATCCTCAGCTTCACCATCAAGGACGTGTATGACAAAGTGGACT 

ATCTGAGCTCCCTGGGCAAGACGCAGACTGCCGTGGTGCAGAGAGATGCTGACATTGGCG 

TGGCCGAGGCTGAACGGGACGCAGGCATCCGGGAAGCTGAGTGCAAGAAGGAGATGCTfiC; 

ATGTG AAG TT C ATGG C AG A C AC C AAG ATTG CTG A C T CT AAG CG AG C C TTCG AG CTGC AAA 

AGTCAGCCTTCAGTGAGGAGGTTAACATCAAGACAGCTGAGGCCCAGTTGGCCTATGAGC 

TGCAGGGGGCCCGTGAACAGCAGAAGATCCGGCAGGAAGAGATTGAGATTGAGGTTGTGC 

AGCGCAAGAAACAGATTGCCGTGGAGGCACAGGAGATCCTGCGTACGGACAAGGAGCTCA . 

TCG CT AC AGT G CGCCG G C CTG C C G AGG C C G AG GCC C AC CGC AT C C AG CAG ATTG C C G AGG 

GTG AAAAG GTG AAGC AG GT C C TCTTGG C ACAGG C AG AGG CTG AG AAG ATCCG CAAAAT CG 

GGGAGGCGGAAGCGGCAGTCATCGAGGCGATGGGCAAGGCAGAGGCTGAGCGGATGAAGC 

TCAAGGCAGAAGCCTACCAGAAATACGGGGATGCAGCCAAGATGGCCTTGGTGCTAGAGG 

CCCTGCCCCAGATTGCTGCCAAAATCGCTGCCCCACTTACCAAGGTCGATGAGATTGTGG 

TCCTCAGTGGAGACAACAGTAAGGTCACATCAGAAGTGAACCGACTGCTGGCCGAGCTGC 

CTGCCTCTGTGCATGCCCCCACAGGCGTGGACCTGTCTAAGATACCCCTGATCAAGAAGG 

CCACTGGTGTGCAGGTGTGAGGCTCCTGCAGGCCCACTCTCTTCAGCAGCCACCCGGCCC 

jTCCCTCCAG 

ORF SterTATGat54* ~'"*f ^ ^ ^lORFStopTTGA at "l3*38 

\~ \SEQ ID NO: 72 j428 aa jMW at 47047.6icD 

NOV21b, 

CGI 40639-02 ' 

Protein Sequence 

: 

i 

MGNCHTVGPNEALWSGGCCGSDYKQYVFGGWAWAWWCISDTQRISLEIMTLQPRCEDVE 
rAEGVALTVTGVAQVKIMTEKELLAVACEQFLGKNVQDIKNWLQTLEGHLRSILGTLTV 
SOI YQDRDQ FAKLVREVAAPDVGRMG I E I LS FT I KDVYDKVDYLS S LGKTQTAWQRDAD 
IGVAEAERDAGIREAECKKEMLDVKFMADTKIADSKRAFELQKSAFSEEVNIKTAEAQLA 
ifELQGAREQQKIRQEBIEIEWQRKKQIAVEAQEILRTDKELIATVRRPAEAEAHRIQQI 
\EGE K V KQVLLAQAEAE K I RKI GE AE AAV I EAMGKAE AE RMKL KAE AYQKYGD AA KM AL V 
LiEALPQIAAKIAAPLTKVDEIWLSGDNSKVTS EVNRLLAELPASVHAPTGVDLSKIPLI 
<KATGVQV 
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Sequence comparison of the above protein sequences yields the following sequence 
relationships shown in Table 2 IB. 


Table 21B. Comparison of NOV21a against NOV21b. 

Protein Sequence 

NOV21a Residues/ 
Match Residues 

Identities/ 

Similarities for the Matched Region 

NOV21b 

1..428 
1..428 

407/428 (95%) 
407/428 (95%) 


Further analysis of the NOV2la protein yielded the following properties shown in 
Table 2 1C. 


Table 21C. Protein Sequence Properties NOV21a 

PSort analysis: j 0.4500 probability located in cytoplasm; 0.3000 probability located in 

j microbody (peroxisome): 0. 1 000 probability located in mitochondrial matrix 
j j space; 0. 1 000 probability located in lysosome (lumen) 

SignalP analysis: j No Known Signal Sequence Predicted 
5 A search of the NOV2 1 a protein against the Geneseq database, a proprietary 

database that contains sequences published in patents and patent publication, yielded several 
homologous proteins shown in Table 2 ID. 


Table 210. Geneseq Results for NOV21a 

Geneseq 
Identifier 

Protein/Organisni/Length 
[Patents, Date] 

NOV21a j Identities/ 
Residues/ \ Similarities for 
Match I the Matched 
Residues i Region 

Expect 
Value 

AAW38288 

Epidermal surface antigen - 
Homo sapiens, 379 aa. 
[US5691460-A, 25-NOV- 
1997] 

50..428 
1..379 

377/379 (99%) 
377/379 (99%) 

0.0 

AAR51108 

Human epidermal surface 
antigen - Homo sapiens , 291 
aa. [WO9407906-A, 14- 
APR-1994] 

50..326 
1..277 

276/277 (99%) 
276/277 (99%) 

e-148 

ABB69326 

Drosophila melanogaster 

polypeptide SEQ ID NO 

34770 - Drosophila 

melanogaster, 378 aa. 

[ WO200 1 7 1 042-A2, 27-SEP- 

2001] 

50..417 
1-369 

243/370 (65%) 
307/370 (82%) 

e-134 
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: ABB62956 

I 

Drosophila melanogaster 
polypeptide SEQ ID NO 
15660 - Drosophila 
melanogaster, 426 aa. 
[WO200171042-A2, 27-SEP- 
2001] 

6..416 I 
7..421 

202/417(48%) 
301/417(71%) 

e-104 

ABB65943 

I 

Drosophila melanogaster 
polypeptide SEQ ID NO 
24621 - Drosophila 
melanogaster, 430 aa. 
[WO200171042-A2, 27-SEP- 
2001] 

6..416 
7..425 

202/421 (47%) 
301/421 (70%) 

e-102 


In a BLAST search of public sequence datbases, the NOV21a protein was found to 


have homology to the proteins shown in the BLASTP data in Table 2 IE. 


Table 21E. Public BLASTP Results for NOV21a 

Protein 
. Accession 
Number 

I 

Protein/Orga n ism/Length 

NOV21a 
Residues/ 
Match 
Residues 

! 

Identities/ ' 
Similarities for the 
Matched Portion 

Expect 
Value 

Q9Z2S9 

Flotillin-2 (Reggie- 1) (REG - 
1) - Rattus norvegicits (Rat), 
428 aa. 

1..428 
1..428 

425/428 (99%) 
426/428 (99%) 

0.0 

Q9DC36 

i 

Adult male lung cDNA, 
RIKEN full-length enriched 
library, clone: 1200003P16 ? 
full insert sequence - Mits 
mitscuhts (Mouse), 428 aa. 

1..428 
1 ..428 

424/428 (99%) 
425/428 (99%) 

0.0 

■ Q9BT16 

Similar to flotillin 2 - Homo 
sapiens (Human), 385 aa. 

1..375 
1..375 

374/375 (99%) 
374/375 (99%) 

0.0 

Q 14254 

Flotillin-2 (Epidermal surface 
antigen) (ESA) - Homo 
sapiens (Human), 379 aa. 

50..428 
1..379 

379/379(100%) 
379/379(100%) 

0.0 

Q60634 

I 

Flotillin-2 (Epidermal surface 
antigen) (ESA) - Mits 
mitscuhts (Mouse), 379 aa. 

50..428 
I. .379 

. 

376/379 (99%) 
377/379 (99%) 

0.0 


PFam analysis predicts that the NOV21a protein contains the domains shown in 
5 Table 2 IF. 


| Table 21F. Domain Analysis of NOV21a 

1 
1 

! Pfam Domain 

1 

NOV21a Match Region 

Identities/ 
Similarities 

for the Matched Region 

Expect Value 


177 


WO 2003/023008 PCT/US2002/028596 


| BanclJ7 

12.. 190 

j 37/215 (17%) 

0.28 



| 99/215 (46%) 



Example 22. 


The NOV22 clone was analyzed, and the nucleotide and encoded polypeptide 


sequences are shown in Table 22A. 


jTable 22A. NOV22 Sequence Analysis 

jSEQIDNO:73 |l201 bp ! 

NOV22a, 

jCCGCGGAGTGCAGCGACCGCGCCGCCGCTGAGGGAGGCGCCCCACCATGCCGCGGGCCCC 

CG 140843-01 
DNA Sequence 

GGCGCCGCTGTACGCCTGCCTCCTGGGGCTCTGCGCGCTCCTGCCCCGGCTCGCAGGTCT 
C AAC AT ATGC ACT AGT GG AAGTG C C AC CT CAT GTGAAG AATGT C TG CT AAT C C AC C C AAA 
ATGTGCCTGGTGCTCCAAAGAGGACTTCGGAAGCCCACGGTCCATCACCTCTCGGTGTGA 
TCTGAGGGCAAACCTTGTCAAAAATGGCTGTGGAGGTGAGATAGAGAGCCCAGCCAGCAG 
CTTCCATGTCCTGAGGAGCCTGCCCCTCAGCAGCAAGGGTTCGGGCTCTGCAGGCTGGGA 
CGTCATTCAGATGACACCACAGGAGATTGCCGTGAACCTCCGGCCCGGTGACAAGACCAC 
CTT C C AG CT AC AGGTT CG C C AGGTGGAGG ACT AT C CTGTG G AC CTGT ACT AC CT G ATGG A 
CCTCTCCCTGTCCATGAAGGATGACTTGGACAATATCCGGAGCCTGGGCACCAAACTCGC 
GGAGGAGATGAGGAAGCTCACCAGCAACTTCCGGTTGGGATTTGGGTCTTTTGTTGATAA 
GG AC AT CT CT C CTTT C T C CTAC A CGGC ACC G AGGT ACC AG AC C AAT C CGTG C ATTGGTT A 
CAAGTTGTTTCCAAATTGCGTCCCCTCCTTTGGGTTCCGCCATCTGCTGCCTCTCACAGA 
CAGAGTGGACAGCTTCAATGAGGAAGTTCGGAAACAGAGGGTGTCCCGGAACCGAGATGC 
CCCTGAGGGGGGCTTTGATGCAGTACTCCAGGCAGCCGTCTGCAAGGTAACTTTCCTTTC 
TGGTCCTGTCCCTGCATGGGGAGGTCAAGGTAGAGAGCGTCAGTGGGTGTTGGTACTTCC 
TGCAGGAGTCTTTGAGTGCCCCAGCATGTGGCTCCTGACCACTCTGAAGTCAGAGGGTGA 
GCTCAGTGGAACTTCTGGGAAATCTACAGCAGTCAAATCAGCCGGAGCTCGGGAATGGAT 
TGGGCTGGTCTGTGTCTCTGTGTCAGGGTGTGGTTGTGTGCAATGGAGTACTGTCTGCTA 
GAAGACAGCTGTCTGCATTTATACATTGGCTTTTTGGTTTATTTTCAGGGGAAAAAAGTA 

AAGGTCAAGTCATAGGCATAGAAGCTTGTAGAGCTTTCTGGACCAATTTTGGCAAACCTT 

A 

jORF Stail: ATG at 47 | jORF Stop: TAG at 1 079 


SEQIDNO:74 1344 aa jMW at 37466.6WD 

NOV22a, 
CG140843-01 
Protein Sequence 

MPRAPAPLYACLLGLCALLPRLAGLNICTSGSATSCEECLLIHPKCAVJCSKEDFGSPRSI 
TSRCDLRANLVKNGCGGEIESPASSFHVLRSLPLSSKGSGSAGWDVIQMTPQEIAVNLRP 
GDKTTFQLQVRQVEDYPVDLYYLMDLSLSMKDDLDNIRSLGTKLAEEMRKLTSNFRLGFG 
SFVDKDISPFSYTAPRYQTNPCIGYKLFPNCVPSFGFRHIibPLTDRVDSFNEEVRKQRVS 
RNRDAPEGGFDAVLQAAVCKVTFLSGPVPAWGGQGRERQWVLVLPAGVFECPSMWLLTTL 
KSEGELSGTSGKSTAVKSAGAREWIGLVCVSVSGCGCVQWSTVC 


One polymorphic variant of NOV22a has been identified and is shown in Table 


5 41G. Further analysis of the NOV22a protein yielded the following properties shown in 
Table 22B. 


J Table 22B. Protein Sequence Properties NOV22a 


PSort analysis: 

0.4849 probability located in outside; 0. 1000 probability located in 
endoplasmic reticulum (membrane); 0,1000 probability located in 
endoplasmic reticulum (lumen); 0.1000 probability located in lysosome 
(lumen) 

Signal P analysis: 

Cleavage site between residues 25 and 26 
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A search of the NOV22a protein against the Geneseq database, a proprietary 
database that contains sequences published in patents and patent publication, yielded several 
homologous proteins shown in Table 22C. 


( — ■.—..„_ - . ^ — — - - ...... .... 

Table 22C. Geneseq Results for NOV22a 

Geneseq 
Identifier 

Protein/Organism/Length 
[Patent #, Date] 

NOV22a 
Residues/ 
Match 
Residues 

Identities/ 
Similarities for the 
Matched Region 

Expect 
Value 

AAU76337 

I 

Human anti-dual integrin 
protein #3 - Homo sapiens, 
799 aa. IWO200212501-A2, 
14-FEB-2002] 

1..260 
il. .260 

260/260(100%) 
260/260(100%) 

e-153 

AAW02194 

i 

i 

Human integrin beta subunit 
protein, beta-5 - Homo 
sapiens, 799 aa. 
[US5527679-A, 18-JUN- 
I996] 

i 1..260 
1.260 

260/260(100%) 
260/260(100%) 

e-153 

AAW13573 

-~ . « 

Mouse beta-3 integrin - Mus 
sp, 787 aa. [WO9708316- 
A1,06-MAR-1997] 

5.259 
6.257 

149/260 (57%) 
186/260 (71%) 

5e-77 

IAAWI3574 

Mouse beta-3 integrin 
(truncated) - Mus sp, 720 aa. 
[ WO97083 1 6-A 1 , 06-MAR- 
1997] 

S..259 
6.257 

149/260 (57%) 
186/260 (71%) 

5e-77 

AAU76336 

Human anti-dual integrin 
protein #2 - Homo sapiens, 
788 aa.[WO200212501-A2, 
14-FEB-2002] 

5.259 
7.258 

149/260 (57%) 
184/260 (70%) 

le-76 


5 fn a BLAST search of public sequence datbases, the NOV22a protein was found to 

have homology to the proteins shown in the BLASTP data in Table 22D. 


Table 22D. Public BLASTP Results for NOV22a 

Protein 

Accession 

Number 

Protein/Organism/Length 

N°V22a [^entities/ 
Residues/ ; SimibHties for the 

„ VT Matched Portion 
Residues \ 

Expect 
Value 

A38308 

integrin beta-5 chain 
precursor - human, 799 aa. 

1.260 1260/260(100%) 
1.260 260/260(100%) 

e-153 
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P180S4 

Integrin beta-5 precursor - 
Homo sapiens (Human), 799 
aa. 

1..260 
1..260 

260/260(100%) 
260/260(100%) 

e-153 

070309 

Integrin beta-5 precursor - 
Mas miisculus (Mouse), 798 
aa. 

1..260 '241/260(92%) 
1..260 1252/260(96%) 

! 

e-141 

Q8SQB9 

Integrin beta 5 subunit j 1 ..260 
precursor protein - Bos taunts \ 1 ..260 
(Bovine), 800 aa. ] 

235/260 (90%) 
246/260 (94%) 

e-137 

Q9GK49 ! 

Integrin beta-5 subunit - Bos j 1 1 ..260 
fawns (Bovine), 791 aa j 2..251 
(fragment). j 

225/250 (90%) 
235/250 (94%) 

e-131 


PFam analysis predicts that the NOV22a protein contains the domains shown in 
Table 22E. 


j Table 22E. Domain Analysis of NOV22a 


I Pfam Domain 


i integrin_B 


NOV22a Match Region 


35..260 


Example 23. 


Identities/ 
Similarities 

for the Matched Region 


142/230 (62%) 
225/230 (98%) 


Expect Value 
1.4e-185 


The NOV23 clone was analyzed, and the nucleotide and encoded polypeptide 
5 sequences are shown in Table 23A. 

Table 23A. NO V23 Sequence Analysis ~ _ _ _ 

' ~ l SEQn5NOT75 I jl272bp~ ^ T 

NOV23a, j CGTAGGCCACGTGCTGCTGGGTCTCAGTCCTCCACTTCCCGTGTCCTCTGGAAGTTGTCA 

CG 1 4 1 540-0 1 Jggagcaatgttgcgcttgtacgtgttggtaatgggagtttctgcctccacccttcagcct 
DNA Sequence |gcggcacacacaggggctgccagaagctgccggtttcgtgggaggcattacaagcgggag 
ttcaggctggaaggggagcctgtagccctgaggtgcccccaggtgccctactggttgtgg 
gcctctgtcagcccccgcatcaacctgacatggcataaaaatgactctgctaggacggtc 
jccaggagaagaagagacacggatgtgggcccaggacggtgctctgtggcttctgccagcc 
ttgcaggaggactctggcacctacgtctgcactactagaaatgcttcttactgtgacaaa 
atgtccattgagctcagagtttttgagaatacagatgctttcctgccgttcatctcatac 
ccgcaaattttaaccttgtcaacctctggggtattagtatgccctgacctgagtgaattc 
acccgtgacaaaactgacgtgaagattcaatggtacaaggattctcttcttttggataaa 
gacaatgagaaatttctaagtgtgagggggaccactcacttactcgtacacgatgtggcc 
ctggaagatgctggctattaccgctgtgtcctgacatttgcccatgaaggccagcaatac 
aacatcactaggagtattgagctacgcatcaagaggtcaagactgacaatcccgtgtaag 
gtgtttctgggaaccggcacacccttaaccaccatgctgtggtggacggccaatgacacc 
icacatagagagcgcctacccgggaggccgcgtgaccgaggggccacgccaggaatattca 
gaaaataatgagaactacattgaagtgccattgatttttgatcctgtcacaagagaggat 
ttgcacatggattttaaatgtgttgtccataataccctgagttttcagacactacgcacc 

ACAGTCAAGGAAGCCTCCTCCACGTTCTCCTGGGGCATTGTGCTGGCCCCACTTTCACTG 
GCCTTCTTGGTTTTGGGGGGAATATGGATGCACAGACGGTGCAAACACAGAACTGGAAAA 
GCAGATGGTCTGACTGTGCTATGGCCTCATCATCAAGACTTTCAATCCTATCCCAAGTGA 
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"j AATAAATGGAATGAAATAATTCAAACACAAACTCCGTACGTCTTCTCTTATGGAAGTGGC 
j TGTGT CTTTTTG 


ORP Start: ATG at 67 


1SEQ ID NO: 76 


i377aa 


jQRF Stop: TGA a t 1198 
lMWat431SL9kD 


NOV23a, 
CG 14 1540-01 
Protein Sequence 


NOV23b, 
CG 141 540-02 
DNA Sequence 


MLRLYVLVMGVSASTLQPAAHTGAARSCRFRGRHYKREFRLEGEPVALRCPQVPYWLWAS 
VSPRINLTWHKNDSARTVPGEEETRMWAQDGALWLLPALQEDSGTYVCTTRNASYCDKMS 
IELRVFENTDAFLPFISYPQILTLSTSGVLVCPDLSEFTRDKTDVKIQWYKDSliLLDKDN 
E KFLS VRGTTHLLVHDVALEDAGYYRCVLTFAHEGQQYN ITRS I ELR I KRS RLT I P CKVF 
LGTGTPLTTMLWWTANDTHI ES AYPGGR VTEGPRQEYS ENNENY I EVPLI FDPVTREDLH 
MDFKCWHNTLS FQTLRTTVKEASSTFSWGIVLAPLSLAFLVLGGIWMHRRCKHRTGKAD 
GLTVLWPHHQDFQSYPK : ^ 

SEQ IDNO: 77 ~ ^ |T286bp"""^ | , 


GCCACGTGCTGCTGGGTCTCAGTCCTCCACTTCCCGTGTCCTCTGGAAGTTGTCAGGAGC 


AATGTTGCGCTTGTACGTGTTGGTAATGGGAGTTTCTGCCTTCACCCTTCAGCCTGCGGC 
AC AC AC AGG GG CTG CC AG AAG CTG C CG GT TTCGTG GG AGGC ATT AC AA G CGGG AGTT C AG 
GCTGGAAGGGGAGCCTGTAGCCCTGAGGTGCCCCCAGGTGCCCTACTGGTTGTGGGCCTC 
TGTCAGCCCCCGCATCAACCTGACATGGCATAAAAATGACTCTGCTAGGACGGTCCCAGG 
AGAAGAAGAGACACGGATGTGGGCCCAGGACGGTGCTCTGTGGCTTCTGCCAGCCTTGCA 
GGAGGACTCTGGCACCTACGTCTGCACTACTAGAAATGCTTCTTACTGTGACAAAATGTC 
C ATTG AG CT C AGAGT TTTTG AG AAT AC AG ATGCTTTCCTG C C GTTC AT CTC AT ACC CG C A 
AATTTTAACCTTGTCAACCTCTGGGGTATTAGTATGCCCTGACCTGAGTGAATTCACCCG 
TGACAAAACTGACGTGAAGATTCAATGGTACAAGGATTCTCTTCTTTTGGATAAAGACAA 
TGAGAAATTTCTAAGTGTGAGGGGGACCACTCACTTACTCGTACACGATGTGGCCCTGGA 
AGATGCTGGCTATTACCGCTGTGTCCTGACATTTGCCCATGAAGGCCAGCAATACAACAT 
CACTAGGAGTATTGAGCTACGCATCAAGAAAAAAAAAGAAGAGACCATTCCTGTGATCAT 
TTCCCCCCTCAAGACCATATCAGCTTCTCTGGGGTCAAGACTGACAATCCCGTGTAAGGT 
GTTTCTGGGAACCGGCACACCCTTAACCACCATGCTGTGGTGGACGGCCAATGACACCCA 
CATAGAGAGCGCCTACCCGGGAGGCCGCGTGACCGAGGGGCCACGCCAGGAATATTCAGA 
AAAT AATG AG AACT AC ATTG AAGTGC C ATTGATT TTTG AT C CTGT C AC AAG AG AG G ATTT 
G C ACAT GG AT TTTAAATGT G TT GTC C AT AATAC C CTGAG TTTTC AG AC ACT ACG C AC C AC 
AGTCAAGGAAGCCTCCTCCACGTTCTCCTGGGGCATTGTGCTGGCCCCACTTTCACTGGC 
CTTCTTGGTTTTGGGGGGAATATGGATGCACAGACGGTGCAAACACAGAACTGGAAAAGC 
AGATGGTCTGACTGTGCTATGGCCTCATCATCAAGACTTTCAATCCTATCCCAAGTGAAA 
TAAATGG AATGAAATAATTC AAACAC _ l 

[ORP Stop: TGA at 1256 


NOV23b, 
CG141540-02 
Protein Sequence 


L 


ORF Start: ATG at 62 

ID NO: 78 ^ "~1 T^"C?" _ ]MW at 4 5420.61cD 

MLRLY VLVMOTS A FTLQ~PAAHTGAAR S CRFRGRH YKRE FRLEGEP VALR C PQ V P Y WL WAS 
VSPRINLTWHKNDSARTVPGEEETRMWAQDGALWLLPALQBDSGTYVCTTRNASYCDKMS 
IELRVFENTDAFLPFISYPQILTLSTSGVLVCPDLSEFTRDKTDVKIQWYKDSLLLDKDN 
EKFLSVRGTTHLLVHDVALEDAGYYRCVLTFAHEGQQYNITRSIELRIKKKKEETIPVII 
SPLKTISASLGSRLTIPCKVFLGTGTPLTTMLWVJTANDTHIESAYPGGRVTEGPRQEYSE 
NNENYIEVPLIFDPVTREDLHMDFKCWHNTLSFQTLRTTVKEASSTFSWGIVLAPLSLA 
FLVLGGIWMHRRCKHRTGKADGLTVLWPHHQDFQSYPK 


Sequence comparison of the above protein sequences yields the following sequence 
relationships shown in Table 23B. 


Table 23B. Comparison of NOV23a against NOV23b. 

Protein Sequence 

NOV23a Residues/ 
Match Residues 

Identities/ 

Similarities for the Matched Region 
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NOV23b 

j 1..377 


375/398 (94%) 



j I. .398 


376/398 (94%) 



Six plymorphic variants of NOV23a have been identified and are shown in Table 
41H. Further analysis of the NOV23a protein yielded the following properties shown in 
Table 23C. 


Table 23C Protein Sequence Properties NOV23a 

PSort analysis: 

0.4600 probability located in plasma membrane; 0.2676 probability located in 
microbody (peroxisome); 0. 1000 probability located in endoplasmic reticulum 
(membrane); 0.1000 probability located in endoplasmic reticulum (lumen) 

SignalP analysis: 

Cleavage site between residues 14 and 15 


A search of the NOV23a protein against the Geneseq database, a proprietary 
5 database that contains sequences published in patents and patent publication, yielded several 
homologous proteins shown in Table 23D. 


Table 23D. Geneseq Results for NOV23a 

Geneseq 
Identifier 

Protein/Organism/Length 
[Patent #, Date] 

Human type II Interleukin-1 
receptor - Homo sapiens, 398 
aa. [WO2001 87328- A2, 22- 
NOV-2001] 

NOV23a 
Residues/ 
Match 
Residues 

Identities/ 
Similarities for 
the Matched 
Region 

Expect 
Value 

ABB0S207 

1..377 
1..398 

375/398 (94%) 
376/398 (94%) 

0.0 

AAE16581 

Human interleukin- 1 receptor 
DNAX designation 2 (IL- 
1RD2) protein - Homo 
sapiens, 398 aa. 
[US6326472-BK04-DEC- 
2001] 

1.377 
1..398 

375/398 (94%) 
376/398 (94%) 

0.0 

AAU78089 

Human interleukin 1 R2 (fL- 
1R2) protein sequence - 
Homo sapiens, 398 aa. 
[WO200211767-A2, 14- 
FEB-2002] 

1..377 
1.398 

375/398 (94%) 
376/398 (94%) 

0.0 

AAM24I85 

Human EST encoded protein 
SEQIDNO: 1710- Homo 
sapiens, 398 aa. 
[WO200154477-A2, 02- 
AUG-2001] 

1..377 
1..398 

375/398 (94%) 
376/398 (94%) 

0.0 
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AAB37792 

Human interleukin-l 

1.377 

375/398 (94%) 

0.0 


receptor, type II precursor - 

1..398 

376/398 (94%) 



Homo sapiens, 398 aa. 





[WO200064479-Al,02- 




; NOV-2000] 





In a BLAST search of public sequence datbases, the NOV23a protein was found to 


have homology to the proteins shown in the BLASTP data in Table 23E. 


Table 23E. Public BLASTP Results for NOV23a 

Protein 

Accession 

Number 

Protein/Organism/Length 

NOV23a 
Residues/ 
Match 
Residues 

Identities/ 
Similarities for 
the Matched 
Portion 

Expect 
Value 

P27930 

lnterleukin-1 receptor, type II 
precursor (IL-1R-2) (IL-1R- 
beta) (Antigen CDwl21b) • 
Homo sapiens (Human), 398 
aa. 

1..377 
1..398 

375/398 (94%) 
376/398 (94%) 

0.0 

Q29612 

lnterleukin-1 receptor, type 11 
precursor (IL- 1 R-2) (IL- 1 R- 
beta) - Cercopithecus 
aethiops (Green monkey) 
(Grivet), 393 aa. 

I. .372 
1..393 

342/393 (87%) 
351/393 (89%) 

■ 
• 

0.0 

AAB05878 

Soluble type II interleukin-l 
receptor - Homo sapiens 
(Human), 296 aa. 

1..275 
1..296 

273/296 (92%) 
274/296 (92%) 

e-159 

Q9N2H5 

Interleukin-l receptor type II 
precursor - Equus caballus 
(Horse), 403 aa. 

4.376 
4..396 

25S/394 (65%) 
297/394 (74%) 

: 
; 

e-147 

P43303 

lnterleukin-1 receptor, type II 
precursor (IL-1R-2) - Rattits 
norvegicus (Rat), 4 1 6 aa. \ 

1.376 1232/411 (56%) 
1..409 1 282/411 (68%) 

e-127 


PFam analysis predicts that the NOV23a protein contains the domains shown in 
5 Table 23F. 


Table 23F. Domain Analysis of NOV23a 

Pfam Domain 

NOV23a Match Region 

Identities/ 
Similarities 
for the Matched 
Region 

Expect Value 

ig 

43..1I0 

13/70(19%) 
46/70 (66%) 

0.00014 
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r: 

MS 
i 


j 165.. 209 

9/47(19%) 
35/47 (74%) 

0.0011 

I 


1 230.307 

a 

\. 

14/78(18%) • 
56/78 (72%) 

4.3e-05 


Example 24. 

The NOV24 clone was analyzed, and the nucleotide and encoded polypeptide 
sequences are shown in Table 24A. 


[Table 2 4 A. NOV24 Seq ue nce Anal ysis 


;SEQ ID NO: 79 |4744 bp j 

NOV24a, 
CGI 4 1580-01 
DNA Sequence 

Igctcggaactacacttcccggcagaacgcgggcgcgcgcacgcgcaccggggcctcagcc 

ATGGCGACCGTGCTGTCCAGGGCGCTCAAGCTGCCGGGGAAGAAGAGCCCAGACCTAGGG 

G AGT ATG ATC C ACTTAC C C AGGCTG AC AG TG ATG AG AG CG AAGACG ATCTGGT G CTT AAC 

CTGCAGAAGAATGGAGGGGTCAAAAATGGGAAGAGTCCTTTGGGAGAAGCGCCAGAACCC 

GACTCAGATGCTGAGGTTGCAGAGGCTGCAAAGCCACATCTTTCAGAAGTCACCACGGAG 

iGGCTACCCCTCAGAACCCCTTGGGGGCCTGGAACAGAAGGCGGCCTCCTCCCTGGTGTCA 

TATGTGCGCACGTCTGTCTTCCTGCTGACTTTGGGGATCTCGAjL GArCC I Ob I <jv- I LL. 1 

TGTGCTTTCCTGATCCCCTGTCCTCCCAGAGATCTGCACAGCACCTGGAGCCGCCACTTG 

GGCTCCCAGGGAGGTGGGGACCTGTCTCCATTGGAATTGGCTGArG 1 (jAAI (j<jAvjA I bbL 

CTGCGTGATGTGCTTCTCTCCTTTGTGATGTCAAGGAACGGGAGTGCAGTAGGTGTCTCA 

AGACCAGCTGCTAATCTTGTATGCCTTTCGGGGATGAATGGCAGCACACTGTGGTCTAGT 

CTTCTCCCTGAGGAGGCTCGAGATATCACATGTTTGGAGCTGATGCCAGGAAGCTTGGCT 

;GAAACCATCTGCCTTGTGACAGGGACACACAAGATGCTCAGCGCATTCAATGCAACGTCA 

GGGAAAGCCATTTGGACTTTAAACCCAAACTACTTGTCCAACGGTACCTTGGCTGCCCCA 

GTTGTGGTACTGCCAGACTTGGATGAAGACGGTGTTCGAGACCTTGTGGTTCTGGCCATT 

GGGGAATTGCAGCCAGATCTGTGCTTTCTGCTGGTGTCTGGCCGGACCGGAAATCCAGTG 

GGTCGACCTGTGAAGTACAACATCGTTGGAGTTGGGAATCTGATTGGTCCTCAGGTTTAC 

ATCACCACAAATGGGGCTGTCTACATCCTGTTTGGCTTTGGAAATATACAAGCTGTCGCA 

CTGCGGGACATTTTTGTTCAGGCCCAAAATCGAGACAGCTCACCACCTTCTCTGCAGATA 

GAAGAGCCAGAATGGGAAAAGCGAAGATCCATCAACCTGTCTGAGCTCATTGATGTTTAC 

AGTGATGGTGTTGAACTACTCCAGATGGTGAAGGCACCAGATTCCAACTGCAGCAACCTT 

CTGATTACAACCAGACAAAGCCTTGTGCTGCTTCGGGGGCAAAATCTGACACCTTACTGG 

GCATTGAGACTTCAAGGCCTGCGCAGCCAGCCTACTCCTGGATATTTCACTGATGATCAG 

ACATTAGACTTCCTTCTGCAGATACAGGATGGAGTTGGGATGAAAAAGATGATGGTTGTG 

GATGGTGACTCTGGCTCCATTGTTTGGAGTTACCGTGCTCCGTGTCACATGAAAGAAACG 

CCAGCCACCTCAGCAGTTACTTCAGACCAGAAGTCTGTCTTCCTCTTCTGGGCCGAAGGG 

CTGTCAGCTGCATCTCCCAATTCCGATATCATCCTAGGAACTGAGCCGCCCAGCCTTCAC 

CACCTTTACCTCCTGCATCCTGCGTTCCCCTCCATCCTTCTGGATCTGGCCAACACCACC 

GGCACAGTGACGGCTTCAGAGGTTGGAATTAACGACCTCTGGAAAGATGCCTTTTATGTT 

ACCAGGACAACAGGGCCAAGCTCCGAAGGCCATCCAGCAGCCCTGGTGGTCAGCAAGCTT 

AGTCTACGGTGGGCACTAATGGAGGGCCAGATGGCTCAGCTACAGGAGTCCACCCCCAAA 

ATTGGCCGTGGGGAGCTGCGAAGATTTCTCTCTAGGATAAAGTTTGTTGAAGCTCCCTAC 

GAGATCTAATCTGATGGAATCTTCAGTTGCAGAAGAAGTGAACAGAGTGGATACCCTCTC 

TACTCTCCTGTCACTGTAAAATCAGTTCTATGGAGAGAAGACTTCTTCGTCCTCATTTAC 

CACCTCCCTGATGGTTGCAAAGGCTTGGGAAGGCATGTTGGAGTCTTTGACGGCAGCATG 

ATCTATTTGGCTGGGGCATCTTACCTACCTTTTCAGTCCCTGCATTAATCCCCTCTAGGA 

ACTCTGCGTGGACCGTTTGGAAATGTGAATCTCTTAAGTATTTAATTTTTTTGGTATGTC 

TAATTTATGAAGTCTTGCTGGGAAAGCCAGTGAAGTCTATGACTAGGAAACATTTTGTTG 

TACATTGTGCTGTGTGTGTGTATATTTTAGTGTTGTGGTGAAGTTATTTTCCAGGTATGT 

CCTAAGCTTCAGGGATCCAGTTTCTTGTCCTTCTGAAATATATCTGGTTTGTTTGGTCAT 

TTTGAGACTTCCAGATGCCCTACCTCTGATGTTGAGGGCCACTTATTTCTCTCCTTATTC 
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TTTCCCACCTGTACCTTGGCTACTTCCAAATTGTAGACAGAATGAGAAAGATTTATAGTG 
GAAGACTGAGTTAGCCATCCAAGCATTTTCATCTCTCTTGTTTTATATCCTATTTCCTTA 
GATTTTCCATCCATGTCTATTAAGTGACCACAAGAATAACTATATTCCTATCACAAGGGG 
AGCAAGAGGATGTAGTCTCAGTGACCCATCTCTGACCAAGTCCACATGTTGTGTTATATG 


TGGCTCTGATGGTTCTGCCAGTCATGATCTTTTTTCTGTGGCGACATCAGAAGTGTATGT 
TTGCATGCTGTCTTCAACTTAGAGGAGAACTGGAAGTCAGGAGCCTTTGATGTCCTTATC 
CTGCTGTATGTCTTCTCTGCATCTTTTTCTATAGGGCACCCTCCTTAGCTCCCCTCACTC 


TGTTTTCTCTTCTATTCAGGGATATGTTTCTGGACTTTTTCTTCTGCTACTTGAGTCCAG 
GATGCAACCATTTTGTCCTGCATCTCTTCTTTCCTGTAGAGCCTTTGAAGCATTGTATTT 
TGGGAAAATTCTTCTGTAAATACTATAACTTTTATAAATGGTTAAGTTATTTAGAATTAT 


CTCCAGTGCTTACTTCTCCCTTCTTCTGTATAAATCTGCTACTTCAATTAAGTTCTCCTC 
TAAACTTTTAGGTCATTGTTTATATAGCAGAAAATTCAATGTTAGCGGATGGAAAACTGC 
TTCTTGAATAACCTTGATAGGTCATCCCTGAGTGCACCTCAGGTTCTCTCTTTACCTGGG 


GCTGGAGTGCAGTGGCACAATCTCGGCTCACTGCAACCTTCGCCTCCTGGGTTCAAGCGA 


TTCTCCAGCCTTAGCCTCCCAAGTAGCTGGGACTACAGGTGCCCGCTACCATGCCTGGCT 


AATTTTTTTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCATGTTGGCCAGGCTGGTCA 


CGAACTCCTGACCTCAGATAATCCACCTGCTTCTGCCTCCCAAAGTGCTGGGATTACAGG 


CGTGAGCCACCATGCCCGGCTGGGCTTGTATCTTTTAGCTTGTGTTAGTAAAAGGATTCT 


■AGAAAATTATGAAGTCCAGATTCAAAGGGATCTCTGTTAATTACCCACTGACAGGCATTA 


( TGACCTAACAGGAGGTTGGTAGCAGTAGATCCAAGCATGCATGTTGCCTGGCCTGTAGAT 
TGGCCTTATCAGGTTTCTGGGTGCCTCTGCCTTAAGATCCTGAAGGCAAATTTTGTTTCA 


ACAGTTTGGAAGTCATCTGTGGGTCCAGCTTGACTTTGGAGGAATAAGAAGATACTTCTA 


j GAGTATGGGAATGATTCCAGATAATTTCTGGGATTTGAATCTACTTGAGTTTAAGGGCCT 
i GGGACCTAATTTGGTTTAGTATAGAATTTGAAGAATTAATTTATAGGCAGCTGAATACCC 
AAAACTTGGGTGGTGGTCCTGTGGTTTGGCTGAGCTGTCCGGGCATAACCTGGTTCTCTG 
I TTATGTTAAGGCTTTCTGGGAAGCCAGCCACTCTGCGCAGGAGTGAAACATGAAGTTGTT 
! TT CTG A G G A C CTGTTTT G GTGG G ATTG TTT G GG C AG AGG ACTGTGTTT ATGC AGGGC AAA 
jTCCCAGAAAGATAAGAGGAAGCTAGAGAAACTTAATGTACCTGAATTCTTCATGGTGTAT 


TTGCAAACTAACTTAACATAGATTCTTTTGACTATGGTAAGTTTGAATCTCTCCTTGCCA 


AACAACATTATAAGTTTAGTTTTCTTCTTCCTCTTGCAGCCGGTACGGAAAGGTGTAAGT 


GGTGGCTGAAAATTGAGGAAGCTTCATCTGACCAATGTGGGTGCTGGTTTCTTGTGAAAT 


GTGTCCCTAAGCCTCCTTCTCCTTGCAGGCAGCCACCCACCCAGGTGTCTAAGATAGGAC 


{ atgctcctttctttctctaatcccatcctgaggttgccggcaaagccaatatgaccacta 
i ctgagaaatagtaatgacttctacaaatgcaagggtcttaccctcctctttcccttaaac 
I accctcccttttccttagaccccgtttttgccatcccccaaatgtgtggtatggtgaaac 
] taatcccctgaatgtgaattgctatccttattgccctattaaagaagagccagctggtat 
I attgtcaggaagcactatttaaaatgtgaactgttatagagtaaataaataaatactcta 
cagg 


" joRFStaiit: ATG at 6\" ~~J 


]SEQ ID NO: 80 


622 aa 


jORF Stop: TAA at 1927 
jMWa^ 


NOV24a, MATVLSRALKLPGKKSPDLGEYDPLTQADSDESEDDLVLNLQKNGGVKNGKSPLGEAPEP 
CG14 1580-01 pSDAEVAEAAKPHLSEVTTEGYPSEPLGGLEQKAASSLVSYVRTSVFLLTLGISMILVLL 

Protein Sequence caflipcpprdlhstwsrhlgsqgggdlspleladvngdglrdvllsfvmsrngsavgvs 
! " ~ rpaanlvclsgmngstlwssllpeearditclelmpgslaeticlvtgthkmlsafnats 
!gkaiwtlnpnylsngtlaapvwlpdldedgvrdlwlaigelqpdlcfllvsgrtgnpv 
|grpvkynivgvgnligpqvyittngavyilfgfgniqavalrdifvqaqnrdssppslqi 
eepewekrrsinlselidvysdgvellqmvkapdsncsnllittrqslvllrgqnltpyw 
jalrlqglrsqptpgyftddqtldfllqiqdgvgmkkmmwdgdsgsivwsyrapchmket 
patsavtsdqksvflfwaeglsaaspnsdiilgteppslhhlyllhpafpsilldlantt 
gtvtas evg i ndlwkd af yvtrttgps s eghpaal ws kls lrwalmegqmaqlqestpk 
i grgel rrflsrikfveapyei 

Two polymorphic variants of NOV24a have been identified and are shown in Table 

411. Further analysis of the NOV24a protein yielded the following properties shown in 

Table 24B. 
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Table 24B. Protein Sequence Properties NOV24a 

PSort analysis: 

0.6000 probability located in plasma membrane; 0.4000 probability located in 
Golgi body; 0.3000 probability located in endoplasmic reticulum (membrane); 
0.3000 probability located in microbody (peroxisome) 

SignalP analysis: 

No Known Signal Sequence Predicted 


A search of the NOV24a protein against the Geneseq database, a proprietary 


database that contains sequences published in patents and patent publication, yielded several 
homologous proteins shown in Table 24C. 


Table 24C. Geneseq Results for NOV24a 

Geneseq 
Identifier 

Protein/Organism/Length 
[Patent #, Date] 

NOV24a 
Residues/ 
Match 
Residues 

Identities/ 
Similarities for 
the Matched 
Region 

Expect 
Value 

Abb04olU 

Human quinoprotein 
dehydrogenase 33 protein 
SEQ [DUO:2-Homo 
sapiens, 302 aa. 
[CN1307126-A,0S-AUG- 
2001] 

1..2o4 
1..284 

ZoJ/Zo4 \ yy /o) 

283/284 (99%) 

e- 1 ou 

ABB05665 j 

Human transmembrane 
protein clone amy2_l ld2 #2 
- Homo sapiens. 552 aa. 
[WO200198454-A2,27- 
DEC-2001] 

61..615 
6..54S 

146/565 (25%) 
261/565 (45%) 

3e-46 

ABBS9951 

Human polypeptide SEQ ID 
NO 2327 - Homo sapiens. 
552 aa. [WO200190304-A2, 
29-NOV-2001] 

61. .615 
6..54S 

145/565 (25%) 
260/565 (45%) 

le-45 

ABB89787 

Human polypeptide SEQ ID 
NO 2163 - Homo sapiens, 
121 aa. [WO200190304-A2, 
29-NOV-2001] 

232. .324 
1..99 

83/99 (83%) 
87/99 (87%) 

3e-39 

ABB62154 ^ 

i 

Drosophila melanogaster 

polypeptide SEQ ID NO 

13254 -Drosophila 

melanogaster, 989 aa. 

[ WO200 1 7 1 042-A2, 27-SEP- 

2001] 

I25..465 
153..502 

86/378 (22%) 
145/378 (37%) 

5e-14 


5 In a BLAST search of public sequence datbases, the NOV24a protein was found to 


have homology to the proteins shown in the BLASTP data in Table 24D. 
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~ ^— . 

j Table 24D. Public BLASTP Results for NOV24a 


Protein 

Accession 

Number 

Protein/Organism/Length 

NOV24a 
Residues/ 
Match 
Residues 

! 

Identities/ 
Similarities for the 
Matched Portion 

Expect 
Value 

Q9CXB0 

84^04 19L09Rik protein - 
Mm muscithts (Mouse), 624 
aa. 

1 /COO 

1..022 
1..624 

M4/OZ4 (6 r/o) 

5S0/624 (92%) 

U.U 


T^"TA A 1 zlA*7 nvrvfpin _ Hmnn 
lVir\r\lHv/ piOtcin " ilUlltU 

sapiens (Human), 432 aa 
(fragment). 

1Q1 622 
1..432 

43">/4*P (\00%) 1 
432/432(100%) 

0.0 

Q99L10 

Similar to RIKENcDNA 
84304 19L09 gene -M/s 
mitsculus (Mouse), 1 83 aa 
(fragment). 

440..622 
1..183 

152/183 (83%) 
164/183 (89%) 

5e-S4 

Q96S30 

• 

i 

Hypothetical 69.3 kDa 
protein - Homo sapiens 
(Human), 636 aa. 

61..615 
72..605 

145/558 (25%) 
261/558.(45%) 

le-46 

Q9H0X4 

Hypothetical 59.7 kDa 
protein - Homo sapiens 
(Human), 552 aa. 

61. .615 
6..54S 

146/565 (25%) 
261/565 (45%) 

8e-46 




PFam analysis predicts that the NOV24a protein contains the domains shown in 
Table 24E. 


Table 24E. Domain Analysis of NOV24a 



! 

Pfam Domain 

1 

NOV24a Match Region 

j Identities/ 
' Similarities 
| for the Matched 
| Region 

Expect Value 

i 


Example 25. 


The NOV25 clone was analyzed, and the nucleotide and encoded polypeptide 
sequences are shown in Table 25A. 


[Table 25A. NOV25 Sequence Anaiysis 

[ ' jSEQ ID NO ^Sl "1 1 feQgJffi - — ' .11X1 X^. .1 — 

NOV25a, j jjAC^^ 

CG 141643-01 JGACGCCGCCCGGGGGCCCAGGCGGCTGATGCGTGTGGGCCTCGCGCTGATCTTGGTGGGC 

DNA Sequence cacgtgaacctgctgctgggggccgtgctgcatggcaccgtcctgcggcacgtggccaat 
" " 1 ccccgcggcgctgtcacgccggagtacaccgtagccaatgtcatctctgtcggctcgggg 
ctgctggtgagcgcggcaggcgacccgggcgggggccgggctcccggagagcccagcagg 
ccaaaggctttgtgtcttccacagagcgtttccgtgggacttgtggccctcctggcgtcc 
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AGGAACCTTCTTCGCCCTCCAC1 CjC AL I GvjG 1 \- v- 1 vjV_ i vjOUAv- l HoL 1 ^_ 1 l oHiAu Li« 
CTCTTGTCCGTTGCCTGCTCCCTGGGCCTCCTTCTTGCTGTGTCACTCACTGTGGCCAAC 
GGTG G C CG C CG CCTT ATTG CTG ACT G C C AC CC AGG ACTG CTG G ATC CT CTGGT A CC ACTG 
GATGAGGGGCCGGGACATACTGACTGCCCCTTTGACCCCACAAGAATCTATGATACAGCC 
TTGG C TCT CTG G ATC C CTT CTTTG C T C ATG T CTG C AGGGG AG G CTG CTCT AT CTGGTT AC 
TGCTGTGTGGCTGCACTCACTCTACGTGGAGTTGGGCCCTGCAGGAAGGACGGACTTCAG 
GGGCAGGTAGTAGCTGGGTGTGACGCAAGAGTGAAACAGAAAGCCTGGCAGCCACGGTTT 
CCTGGGATTAAAGTCAAAGCATTATGAATATGGCACTAAAGTGACTGAGCTACCAGACCA 

ATGATCCTGTAAGGCAGCCACAGAACTAAAAAACAACAATTATTATTAAACTGCTCTGGA 

TTCTC 


ORF Start: ATG at 34 j joRF Stop: TGA at 805 


SEQIDNO:82 1257 aa |MW at 26717.2kD 

NOV25a, 
CG141643-01 
Protein Sequence 

MRRCSLCAFDAARGPRRLMRVGLALILVGHVNLLLGAVLHGTVLRHVANPRGAVTPEYTV 
ANVISVGSGLLVSAAGDPGGGRAPGEPSRPKALCLPQSVSVGLVALLASRNLLRPPLHWV 
LLALAL VNLLLS VACS LGLLLAVS LTV ANGGRRLIADCHPGLLDPLVPLDEGPGHTDCPF 
DPTRIYDTALALWIPSLLMSAGEAALSGYCCVAALTLRGVGPCRKDGLQGQWAGCDARV 
KQKAWQPRFPGIKVKAL 


Further analysis of the NOV25a protein yielded the following properties shown in 
Table 25B. 


; Table 25B. Protein Sequence Properties NOV25a 

t 

PSort analysis: 

0.6400 probability located in plasma membrane; 0.4600 probability located in 
Golgi body; 0.3700 probability located in endoplasmic reticulum (membrane); 
0.1000 probability located in endoplasmic reticulum (lumen) 

SignalP analysis: 

Cleavage site between residues 37 and 38 


A search of the NOV25a protein against the Geneseq database, a proprietary 
database that contains sequences published in patents and patent publication, yielded several 
5 homologous proteins shown in Table 25C. 


Table 25C. Geneseq Results for NOV25a 

Geneseq 
Identifier 

Protein/Organism/Length 
[Patent #, Date] 

NOV25a 
Residues/ 
Match 
Residues 

Identities/ 
Similarities for 
the Matched 
Region 

Expect 
Value 

AAY78805 

i 

! 

Hydrophobic domain 
containing protein clone 
HP10508 protein sequence - 
Homo sapiens, 23 1 aa. 
[WO200000506-A2, 06- 
JAN-2000] 

1..257 
1..231 

231/257 (89%) 
231/257 (89%) 

e-127 ! 

ABB90256 

Human polypeptide SEQ ID 
NO 2632 - Homo sapiens, 
240 aa. [WO200190304-A2, 
29-NOV-2001] 

1..232 
1..206 

205/232 (88%) 
206/232 (88%) 

e-lll 
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AAU83615 

t 
j 

Human PRO protein, Seq ID 
No 48 - Homo sapiens, 222 
aa. [WO2002082S8-A2,31- 
JAN-2002] 

19..232 
1..18S 

187/214 (87%) 
188/214 (87%) 

le-99 

AAG81326 

Human AFP protein 
sequence SEQ ID NO: 170 - 
Homo sapiens, 222 aa. 
(WO200129221-A2, 26- 
APR-2001] 

19..232 
1..18S 

187/214 (87%) 
188/214 (87%) 

le-99 

AAB4358S 

Human cancer associated 
protein sequence SEQ ID 
NO: 1 033 - Homo sapiens, 
243 aa. [WO200055350-A1, 
21-SEP-2000] 

102..232 
79..209 

127/131 (96%) 
! 129/131 (97%) 

9e-70 


In a BLAST search of public sequence datbases, the NOV25a protein was found to 


have homology to the proteins shown in the BLASTP data in Table 25D. 


Table 25D. Public BLASTP Results for NOV25a 


Protein 

Accession 

Number 

Protein/Organism/Length 

NOV25a 
Residues/ 
Match 
Residues 

Identities/ 
Similarities for 
the Matched 
Portion 

Expect 
Value 

AAH27812 

Similar to RIKEN cDNA 
2010001C09 gene -A/ws 
nntscuhts (Mouse), 249 aa. 

1..232 
10..215 

185/232 (79%) 
194/232(82%) 

e-100 



CAC38576 

r- ■* — *- 

Sequence 169 from Patent 
WO01 29221 - Homo sapiens 
(Human), 222 aa. 

19..232 
1..188 

187/214(87%) 
188/214 (87%) 

4e-99 

Q9D8I7 

201 000 1 C09Rik protein - 
Mas mitsculits (Mouse), 223 
aa. 

1..232 
10..189 

163/232 (70%) 
171/232 (73%) 

3e-82 

Q969K7 

Hypothetical 23.8 kDa 
protein (Similar to RIKEN 
cDNA 1810017F10gene) 
(Beta-casein-like protein) - 
Homo sapiens (Human). 222 
aa. 

18..210 
17..177 

66/193 (34%) 
104/193 (53%) 

6e-26 

QSVCL0 

RIKEN cDNA 1810017FI0 
gene - Mus mitsculits 
(Mouse), 219 aa. 

18..210 
17.. 177 

69/195 (35%) 
101/195(51%) 

le-24 


PFam analysis predicts that the NOV25a protein contains the domains shown in 


5 Table 25E. 
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Table 25E. Domain Analysis of NOV25a 



Pfam Domain 

• 

NOV25a Match Region 

^Identities/ 
! Similarities 
1 for the Matched 
j Region 

Expect Value 



Example 26. 


The NOV26 clone was analyzed, and the nucleotide and encoded polypeptide 
sequences are shown in Table 26A. 


Table 26 A. NOV26 Sequence Analysis 

|SEQIDNO:83 |446bp 

NOV26a, 
CGI 42003-0! 
DNA Sequence 

CTGGGGATAGAGCCTCCTCAAATCCAAATGCTACCAGCTCCAGCTCCCAGGATCCAGAGA 
GTTTGCAAGACAGAGGCGAAGGGAAGGTCGCAACAACAGTTATCTCCAAGATGCTATTCG 
TTGAACCCATCCTGGAGGTTTCCAGCTTGCCGACAACCAACTCAACAACCAATTCAGCCA 
C C AAAAT AACAG CT AAT AC CACTGATGAACCCACC AC AC AAC C C A CC AC AG AG GACCC AG 
ATCTTCAGGTTTPTGCGATGCAGCACCAGACAGTGCTGGAACTGACAGAGACTGGGGTGG 
AGGTGGCTGCAGCCTCCGCCATCTCTGTGGCCCGCACCCTGCTGGTCTTTGAAGTGCAGC 
AGCCCTTCCTCTTCGTGCTCTGGGACCAGCAGCACAAGTTCCCTGTCTTCATGGGGCGAG 
TATATGACCCCAGGGCCTGAGACAAG 


ORF Start: at 3 \ |ORF Stop: TGA at 438 


SEQiDNO:84 ]]45 aa jMW at 13697.3kD 

NOV26a, 
CG142003-01 
Protein Sequence 

GDRASSNPNATSSSSQDPESLQDRGEGKVATTVISKMLFVEPILEVSSLPTTNSTTNSAT 
KITANTTDEPTTQPTTEDPDLQVSAMQHQTVLELTETGVEVAAASAISVARTLLVFEVQQ 
PFLFVLWDQQHKFPVFMGRVYDPRA 


SEQIDNO:85 i^ 6b P_ J 

NOV26b! " 
306076006 DNA 
Sequence 

C A C C AAG CT T AAT C C AAATG CT A C C AG CTCC AG CT CCCAG G AT CC AG AG AGTTTGC AAG A 
C AG AGG CG AAGG G AAG G TCG C AA C AAC AGTT ATCT CCAAG AT G CT ATT CGTTG AAC CC AT 
CCTGGAGGTTTCCAGCTTGCCGACAACCAACTCAACAACCAATTCAGCCACCAAAATAAC 
AGCTAATACCACTGATGAACCCACCACACAACCCACCACAGAGGACCCAGATCTTCAGGT 
TTCTGCGATGCAGCACCAGACAGTGCTGGAACTGACAGAGACTGGGGTGGAGGTGGCTGC 
AGCCTCCGCCATCTCTGTGGCCCGCACCCTGCTGGTCTTTGAAGTGCAGCAGCCCTTCCT 
CTTCGTGCTCTGGGACCAGCAGCACAAGTTCCCTGTCTTCATGGGGCGAGTATATGACCC 
CAGGGCCCTCGAGGGC 


ORF Start: at 2 |ORF Stop: end of sequence 
SEQIDNO:86 jl45 aa fMWat 15765.5kD 

NOV26b, 
306076006 
Protein Sequence 

TKLNPNATSSSSQDPESLQDRGEGKVATTVISKMLFVEPILEVSSLPTTNSTTNSATKIT 
ANTTDEPTTQPTTEDPDLQVSAMQHQTVLELTETGVEVAAASAISVARTLLVFEVQQPFL 
FVbWDQQHKFPVFMGRVYDPRALEG 

NOV26c, | 
278889088 DNA 
Sequence 

SEQIDNO:87 |223 bp j 

CACCAAGCTTACAGAGGACCCAGATCTTCAGGTTTCTGCGATGCAGCACCAGACAGTGCT 
GGAACTGACAGAGACTGGGGTGGAGGTGGCTGCAGCCTCCGCCATCTCTGTGGCCCGCAC 
CCTGCTGGTCTTTGAAGTGCAGCAGCCCTTCCTCTTCGTGCTCTGGGACCAGCAGCACAA 
GTTCCCTGTCTTCATGGGGCGAGTATATGACCCCCTCGAGGGC 


ORF Start: at 2 jORF Stop: end of sequence 


SEQ ID NO: 88 [74 aa |MW at 83 17.5tcb 

NOV26c ? 

i 

TKLTEDPDLQVSAMQHQTVLELTETGVEVAAASAISVARTLLVFEVQQPFLFVLWDQQHK 
FPVFMGRVYDPLEG 
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Protein Seauence 



SEQiDNO:89 {529 bp f 

NOV26d, 
CGI 42003-02 
DNA Sequence 

GAGGAGAAGTTTGGAGTCCGCTGACGTCGCCGCCCAGATGGCCTCCAGGCTGACCCTGCT 

GACCCTCCTGCTGCTGCTGCTGGCTGGGGATAGAGCCTCCTCAAATCCAAATGCTACCAG 
CTCCAGCTCCCAGGATCCAGAGAGTTTGCAAGACAGAGGCGAAGGGAAGGTCGCAACAAC 
AGTTATCTCCAAGATGCTATTCGTTGAACCCATCCTGGAGGTTTCCAGCTTGCCGACAAC 
CAACTCAACAACCAATTCAGCCACCAAAATAACAGCTAATACCACTGATGAACCCACCAC 
ACAACCCACCACAGAGGACCCAGATCTTCAGGTTTCTGCGATGCAGCACCAGACAGTGCT 
GGAACTGACAGAGACTGGGGTGGAGGTGGCTGCAGCCTCCGCCATCTCTGTGGCCCGCAC 
CCTGCTGGTCTTTGAAGTGCAGCAGCCCTTCCTCTTCGTGCTCTGGGACCAGCAGCACAA 
GTTCCCTGTCTTCATGGGGCGAGTATATGACCCCAGGGCCTGAGACAAG 

j ~~ 1 

,ORF Start: ATG at 38 j |ORF Stop: TGA at 52 1 

{SEQIDNO:90 Jl6I aa jMWat 17434.5kD 

NOV261 |masrltlltllllllagdrassnpnats s s s qd peslqdrgegkvattvi s kmlfve p I l 
CGI 42003-02 evsslpttnsttnsatkitanttdepttqpttedpdlqvsamqhqtvleltetgvevaaa 
Protein Sequence Jsaisvartllvfevqqpflfvlwdqqhkfpvfmgrvydpra 


Sequence comparison of the above protein sequences yields the following sequence 


relationships shown in Table 26B. 


; Table 26B. Comparison of NOV26a against NOV26b through NOV26d. 

Protein Sequence 

NOV26a Residues/ 

Identities/ 

Match Residues 

Similarities for the Matched Region 

NOV26b 

7.. 145 

99/139 (71%) 

i 

4.. 142 

99/139 (71%) 

|NOV26c 

76,. 143 

58/68 (85%) 


4..71 

58/6S (85%) 

NOV26d 

1.145 

93/145 (64%) 


17.. 161 

93/145 (64%) 


One polymorphic variant of NOV26a has been identified and is shown in Table 41J. 
5 Further analysis of the NOV26a protein yielded the following properties shown in Table 
26C. 


j Table 26C. Protein Sequence Properties NOV26a 

j PSort analysis: 

! 

0.6500 probability located in cytoplasm; 0.1555 probability located in 
lysosome (lumen); 0.1000 probability located in mitochondrial matrix space; 
0.0000 probability located in endoplasmic reticulum (membrane) 

i 

j Signal P analysis: 

No Known Signal Sequence Predicted 


A search of the NOV26a protein against the Geneseq database, a proprietary 


database that contains sequences published in patents and patent publication, yielded several 
homologous proteins shown in Table 26D. 
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Table 26D. Geneseq Results for NOV26a 


Geneseq 
Identifier 

Protein/Organism/Length 
[Patent #, Date] 

NOV26a J Identities/ 
Residues/ Similarities for 
Match j the Matched 
Residues J Region 

1 

Expect 
Value 


Angiotensin converting 
enzyme (ACEV) splice 
variant protein #72 - Homo 
sapiens, 636 aa. 
[WO200136632-A2. 25- 
MAY-2001] 

1..94 
17.. 109 

81/94 (86%) 
S3/94 (88%) 

3e-37 

AAW18207 

Wild-type CI inhibitor - 
Homo sapiens, 500 aa. 
[US5622930-A,22-APR- 
1997] 

1..94 
17.. 109 

81/94 (86%) 
83/94 (88%) 

JC*J / 

AAW18212 

Recombinant C 1 inhibitor j 1 ..94 
mutein - Homo sapiens, 500 \ 1 7.. 1 09 
aa. [US5622930-A, 22-APR- | 
1997] ] 

81/94 (86%) 
83/94 (88%) 

3e-37 

AAW18218 

i 

• 

Recombinant CI inhibitor 
mutein - Homo sapiens, 500 
aa. [US5622930-A. 22-APR- 
1997] 

1..94 
17..109 



81/94(86%) 
83/94 (88%) 

3e-37 

AAW18217 

Recombinant C 1 inhibitor 
mutein - Homo sapiens, 500 
aa. [US5622930-A, 22-APR- 
1997] 

1..94 
I7..109 

1 _ 

81/94 (86%) 
. 83/94 (88%) 

i 

i .. 

3e-37 


In a BLAST search of public sequence datbases, the NOV26a protein was found to 


have homology to the proteins shown in the BLASTP data in Table 26E. 


Table 26E. Public BLASTP Results for NOV26a 

Protein 

Accession 

Number 

Protein/Organism/Length 

NOV26a 
Residues/ 
Match 
Residues 

Identities/ 
Similarities for 
the Matched 
Portion 

Expect 
Value 

Q96FE0 

Serine (or cysteine) proteinase 
inhibitor, clade G (CI 
inhibitor), member 1 - Homo 
sapiens (Human), 500 aa. 

1..94 
17..109 

81/94 (86%) 
83/94 (88%) 

Se-37 
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P05155 

Plasma protease CI inhibitor 
precursor (CI Inh) (CI Inh) - 
Homo sapiens (Human), 500 
aa. • 

1..94 
17..109 

81/94 (86%) 
83/94 (8S%) 

Se-37 

Q95J12 

Complement CI inhibitor - Pan 
troglodytes (Chimpanzee), 162 
aa (fragment). 

2..S2 
1..80 

75/81 (92%) 
77/81 (94%) 

3e-34 

Q16304 

CI -inhibitor - Homo sapiens 
(Human), 83 aa (fragment). 

76..145 
14..83 

67/70 (95%) 
68/70 (96%) 

7e-32 

P97290 

Plasma protease CI inhibitor 
precursor (CI Inh) (CI Inh) - 
Mus muscuhts (Mouse), 504 
aa. 

76..144 
435..503 

57/69 (82%) 
65/69 (93%) 

2e-27 


PFam analysis predicts that the NOV26a protein contains the domains shown in 
Table 26F. 


Table 26F. Domain Analysis of NOV26a 

Pfam Domain 

i 

NOV26a Match Region 

Identities/ 
Similarities 
for the Matched 
Region 

Expect Value 

serpin 

76.. 143 

31/74 (42%) 
61/74(82%) 

2.5e-25 


Example 27. 

The NOV27 clone was analyzed, and the nucleotide and encoded polypeptide 
5 sequences are shown in Table 27A. 


Table 27A. NOV27 Sequence Analysis 
SEQ ID N0^91 

NOV27a,~ 
CGI 42023-01 
DNA Sequence 


GGCGAGGCCGGCGCGATGCGGCAGCTGTGCCGGGGCCGCGTGCTGGGCATCTCGGTGGCC 


HP 356 bp 


ATCGCGCACGGGGTCTTCTCGGGCTCCCTCAACATCTTGCTCAAGTTCCTCATCAGCCGC 
TACCAGTTCTCCTTCCTGACCCTGGTGCAGTGCCTGACCAGCTCCACCGCGGCGCTGAGC 
CTGGAGCTGCTGCGGCGCCTCGGGCTCATCGCCGTGCCCCCCTTCGGTCTGAGCCTGGCG 
CGCTCCTTCGCGGGGGTCGCGGTGCTCTCCACGCTGCAGTCCAGCCTCACGCTCTGGTCC 
CTGCGCGGCCTCAGCCTGCCCATGTACGTGGTCTTCAAGCGCTGCCTGCCCCTGGTCACC 
ATGCTCATCGGCGTCCTGGTGCTCAAGAACGGCGCGCCCTCGCCAGGGGTGCTGGCGGCG 
GTGCTCATCACCACCTGCGGCGCCGCCCTGGCAGGTGCCGGCGACCTGACGGGCGACCCC 
ATCGGGTACGTCACGGGAGTGCTGGCGGTGCTGGTGCACGCTGCCTACCTGGTGCTCATC 
CAGAAGGCCAGCGCAGACACCGAGCACGGGCCGCTCACCGCGCAGTACGTCATCGCCGTC 
TCTGCCACCCCGCTGCTGGTCATCTGCTCCTTCGCCAGCACCGACTCCATCCACGCCTGG 
ACCTTCCCGGGCTGGAAGGACCCGGCCATGGTCTGCATCTTCGTGGCCTGCATCCTGATC 
GGCTGCGCCATGAACTTCACCACGCTGCACTGCACCTACATCAATTCGGCCGTGACCACC 
AGCTTCGTGGGTGTGGTGAAGAGCATCGCCACCATCACGGTGGGCATGGTGGCCTTCAGC 
GACGTGGAGCCCACCTCTCTGTTCATTGCCGGCGTGGTGGTGAACACCCTGGGCTCTATC 
ATTTACTGTGTGGCCAAGTTCATGGAGACCAGAAAGCAAAGCAACTACGAGGACCTGGAG 
GCCCAGCCTCGGGGAGAGGAGGCGCAGCTAAGTGGAGACCAGCTGCCGTTCGTGATGGAG 
GAGCTGCCCGGGGAGGGAGGAAATGGCCGGTCAGAAGGTGGGGAGGCAGCAGGTOTCCCC 
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r 

i 

i 

| 

GCTCAGGAGAGCAGGCAAGAGGTCAGGGGCAGCCCCCGAGGAGTCCCGCTGGTGGCTGGG 
AGCTCTGAAGAAGGGAGCAGGAGGTCGTTAAAAGATGCTTACCTCGAGGTATGGAGGTTG 
GTTAGGGGAACCAGGTATATGAAGAAGGATTATTTGATAGAAAACGAGGAGTTACCCAGT 
CCTTGAGAAGGAGGTGCATGTACGTACCTATGTGCATACACTTATTTTATATGTTAGAAA 


TGACGTGTTTTAATGAGAGGCCTCCCCGTTTTATTC 


0^¥art:TTG7t l6^ f |ORF Stop: TGA at 1264 


SEQIDNO:92 |416aa ;MW at 44181.9kD 

NOV27a, 
CGI 42023-01 
Protein Sequence * 

! 

i 

MRQLCRGRVLGISVAIAHGVFSGSLNILLKFLISRYQFSFLTLVQCLTSSTAALSLELLR 
RLGLIAVPPFGLSLARSFAGVAVLSTLQSSLTLWSLRGLSLPMYWFKRCLPLVTMLIGV 
L VL KNG A P S P G V L AA VL I TTCG AAL AG AG D LTGD P I G Y VTG V LAV L VH AA YL V L I Q KAS A 
DTEHGPLTAQYVIAVSATPLLVICSFASTDSIHAWTFPGWKDPAMVCIFVACILIGCAMN 
FTTLHCTYINSAVTTSFVGWKSIATITVGMVAFSDVEPTSLFIAGVWNTLGSIIYCVA 
KFMETRKQSNYEDLEAQPRGEEAQLSGDQLPFVMEELPGEGGNGRSEGGEAAGGPAQESR 
QEVRGSPRGVPLVAGSSEEGSRRSLKDAYLEVWRLVRGTRYMKKDYLIENEELPSP 


Further analysis of the NOV27a protein yielded the following properties shown in 


Table 27B. 


Table 27B. Protein Sequence Properties NOV27a 

PSort analysis: 

0.6400 probability located in plasma membrane; 0.4600 probability located in 
Golgi body; 0.3700 probability located in endoplasmic reticulum (membrane); 
0.1000 probability located in endoplasmic reticulum (lumen) 

Signal P analysis: 

Cleavage site between residues 20 and 21 


A search of the NOV27a protein against the Geneseq database, a proprietary 
database that contains sequences published in patents and patent publication, yielded several 
5 homologous proteins shown in Table 27C. 


Table 27C. Geneseq Results for NOV27a 

r 

Geneseq 

1 Identifier 

i 

Protein/Organism/Length 
[Patent #, Date] 

NOV27a 
Residues/ 
Match 
Residues 

Identities/ 
Similarities for 
the Matched 
Region 

Expect 
Value 

AAU81226 

Human lung cancer protein, 
Seq ID No 62 - Homo 
sapiens, 391 aa. 
[WO200192525-A2, 06- 
DEC-2001] 

1..416 
1..391 

391/416(93%) 
391/416 (93%) 

0.0 

AAM47572 

! 

Drosophila cell cycle 
progression protein #1 - 
Drosophila sp, 373 aa. 
[WO200172774-A2, 04- 
OCT-2001] 

12..321 
64..371 

87/316(27%) 
153/316(47%) 

3e-21 
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' ABB60236 

i 
i 

! 

Drosophila melanogasier 
polypeptide oty id inu 
7500 - Drosophila 
melanogaster, 373 aa. 
[WO200171042-A2, 27-SEP- 
2001] 

I2..321 
^71 

S7/316 (27%) 

1 JJfJ l\J \JT f /Qf 

3e-21 

i AAB8S597 

j 

I 
* 

Human hydrophobic domain 

HP03670#121 -Homo 
sapiens, 337 aa. 
[WO200112660-A2, 22- 
FEB-2001] 

8.322 
24.329 

74/315 (23%) 
137/315 (43%) 

7e-14 

j AAB56473 

1 

i 

1 

i 

1 

Human prostate cancer 

antigen protein sequence 

SEQIDNO:1051 - Homo 

sapiens, 34 1 aa. 

[ WO200055 1 74-A 1,21 -SEP- 

2000] 

T 

8.322 
28.333 

74/315 (23%) 
136/315(42%) 

le-13 


In a BLAST search of public sequence datbases, the NOV27a protein was found to 
have homology to the proteins shown in the BLASTP data in Table 27D. 


Table 27D. Public BLASTP Results for NOV27a 

r 

Protein 

Accession 

Number 

Protein/Organism/Length 

NOV27a 
Residues/ 
Match 
Residues 

Identities/ 
Similarities for 
the Matched - 
Portion 

Expect 
Value 

Q9CXD4 

6230421J19Rik protein - Plus 
musciihis (Mouse), 1 52 aa. 

271. .416 
1..152 

111/152 (73%) 
120/152 (78%) 

4e-55 

Q94B65 

i 

i 

Hypothetical 34.6 kDa protein 
- Arabidopsis t ha liana 
(Mouse-ear cress), 323 aa. 

10.319 
13.323 

93/316(29%) 
163/316(51%) 

8e-34 

Q9SB76 

Hypothetical 31 .9 kDa protein 
- Arabidopsis thaliana 
(Mouse-ear cress), 296 aa. 

30.319 
6..296 

90/296 (30%) 
151/296 (50%) 

le-31 

Q95YI5 

i 
1 

UDP-sugar transporter 
UST74c (Fringe connection 
protein) - Drosophila 
melanogaster (Fruit fly) ? 373 
aa. 

12.321 
64.371 

87/316(27%) 
153/316(47%) 

9e-21 
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Q9NTN3 

UDP-glucuronic acid/UDP-N- 

18..309 

80/295 (27%) 

Ie-16 

acetylgalactosamine 

49-341 

132/295 (44%) 



transporter (UDP- 





GlcA/UDP-GalNAc 





transporter) - Homo sapiens 





(Human), 355 aa. 





PFam analysis predicts that the NOV27a protein contains the domains shown in 
Table 27E. 


Table 27E. Domain Analysis of NOV27a 





Identities/ 


Pfain Domain 

NOV27a Match Region 

Similarities 

Expect Value 


for the Matched Region 


DUF6 

166..299 

21/135(16%) 
87/135 (64%) 

0.29 


Example 28. 


The NOV28 clone was analyzed, and the nucleotide and encoded polypeptide 
5 sequences are shown in Table 28A. 


[Table 28A. NOV28 Sequence AnaFysis 

j jSEQIDNO:93 |785 bp 1 _ 

fa0V2Sa~ 
CGI 42092-01 
DNA Sequence 

AAAAACTCCATCTGGGGCTCTTCATAGAAAAAGGAAAATGGCAGCCTGGCCCTTCTCCAG 
GCTGTGGAAAGTCTCTGATCCAATTCTCTTCCAAATGACCTTGATCGCTGCTCTGTTGCC 
TGCTGTTCTTGGCAATTGTGGTCCTCCACCCACTTTATCATTTGCTGCCCCGATGGATAT 
TACGTTGACTGAGACACGCTTCAAAACTGGAACTACTCTGAAATACACCTGCCTCCCTGG 
CTACGTCAGATCCCATTCAACTCAGACGCTTACCTGTAATTCTGATGGCGAATGGGTGTA 
T AACAC CTT CTGT AT CT AC AAACG ATG C AG AC AC CC AGG AG AGTT ACGT AATG G G C AAG T 
AGAGATTAAGACAGATTTATCTTTTGGATCACAAATAGAATTCAGCTGTTCAGAAGGATT 
TTTCTTAATTGGCTCAACCACTAGTCGTTGTGAAGTCCAAGATAGAGGAGTTGGCTGGGG 
TCATCCTCTCCCACAATGTGAAATTGTCAAGTGTAAGCCTCCTCCAGACATCAGGAATGG 
AAGGCACAGCGGTGAAGAAAATTTCTACGCATACGGCTTTTCTGTCACCTACAGCTGTGA 
ACAAGTGCTCACAGGCAAAAGACTCATGCAGTGTCTCCCAAACCCAGAGGATGTGAAAAT 
GGCCCTGGAGGTATATAAGCTGTCTCTGGAAATTGAACAACTGGAACTACAGAGAGACAG 
CG C AAG AC AAT CC ACTTT G G AT AAAG AA CT AT AATT TTTCT C AAAAG AAGG AGG AAAAG G 

TGTCT 

NOV28a7 " 
CGI 42092-0 1 
Protein Sequence 

ORF Start: at 2 fl. fORF Stop" TAA at 752 

SEQ ID NO: 94 |250 aa TmW at 28 1 39.6kD 

KTPSGALHRKRKMAAWPFSRLWKVSDPILFQMTIilAALLPAVLGNCGPPPTLSFAAPMDI 
TLTETRFKTGTTLKYTCLPGYVRSHSTQTLTCNSDGEWVYNTFCIYKRCRHPGELRNGQV 
EIKTDLSFGSQIEFSCSEGFFLIGSTTSRCEVQDRGVGWGHPLPQCEIVKCKPPPDIRNG 
RHSGEENFYAYGFSVTYSCEQVLTGKRLMQCLPNPEDVKMALEVYKLSLEIEQLELQRDS 
ARQSTLDKEL 

SEQ ID NO: 95 "~ ^972 bp ' 

NOV28b, 
CGI 42092-02 
DNA Sequence 

AAAACTCTGATCTGGGGAGGAACCAGGACTACATAGATCAAGGCAGTTTTCTTCTTTGAG 

AAACTATCCCAGATATCATCATAGAGTCTTCTGCTCTTCCTCAACTACCAAAGAAAAACA 

TCAGCGAAGCAGCAGGCCATGCACCCCCCAAAAACTCCATCTGGGGCTCTTCATAGAAAA 
AGGAAAATGGCAGCCTGGCCCTTCTCCAGGCTGTGGAAAGTCTCTGATCCAATTCTCTTC 
CAAATGACCTTGATCGCTGCTCTGTTGCCTGCTGTTCTTGGCAATTGTGGTCCTCCACCC 
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ACTTTATCATTTGCTGCCCCGATGGATATTACGTTGACTGAGACACGCTTCAAAACTGGA 
ACTACTCTGAAATACACCTGCCTCCCTGGCTACGTCAGATCCCATTCAACTCAGACGCTT 
ACCTGTAATTCTGATGGCGAATGGGTGTATAACACCTTCTGTATCTACAAACGATGCAGA 
CACCCAGGAGAGTTACGTAATGGGCAAGTAGAGATTAAGACAGATTTATCTTTTGGATCA 
CAAATAGAATTCAGCTGTTCAGAAGGCTGTGAACAAGTGCTCACAGGCAAAAGACTCATG 
CAGTGTCTCCCAAACCCAGAGGATGTGAAAATGGCCCTGGAGGTATATAAGCTGTCTCTG 
GAAATTGAACAACTGGAACTACAGAGAGACAGCGCAAGACAATCCACTTTGGATAAAGAA 
CTATAATTTTTCTCAAAAGAAGGAGGAAAAGGTGTCTTGCTGGCTTGCCTCTTGCAATTC 

AATACAGATCAGTTTAGCAAATCTACTGTCAATTTGGCAGTGATATTCATCATAATAAAT 

AT CTAG AAATGATAATTTGCTAAAGTTT AGTG CTTTGAGATTGTG AAATT ATT AAT CATC 

CTCTGTGTGGCTCATGTTTTTGCTTTTCAACACACAAAGCACAAATTTTTTTTCGATTAA 

AAATGTATGTAT 


ORF Start: ATG at 139 | 

ORF Stop: TAA at 724 

NOV28b, 
CO 142092-02 
Protein Sequence 

SEQIDNO:96 Il95 aa 

MW at21984.2kD 

MHPPKTPSGALHRKRKMAAWPFSRLWKVSDPILFQMTLIAALLPAVLGNCGPPPTLSFAA 
PMDITLTETRFKTGTTLKYTCLPGYVRSHSTQTLTCNSDGEWVYNTFCIYKRCRHPGELR 
NGQVEIKTDLSFGSQIEFSCSEGCEQVLTGKRLMQCLPNPEDVKMALEVYKLSLEIEQLE 
LQRDSARQSTLDKEL 


SEQlDNO:97 |68 I bp ! 

NOV28c, 

AAAACTCTGATCTGGGGAGGAACCAGGACTACATAGATCAAGGCAGTTTTCTTCTTTGAG 

CGI 42092-03 
DNA Sequence 

AAACTATCCCAGATATCATCATAGAGTCTTCTGCTCTTCCTCAACTACCAAAGAAAAACA 

TCAGCGAAGCAGCAGGCCATGCACCCCCCAAAAACTCCATCTGGGGCTCTTCATAGAAAA 
AG GAAAATGG C AG CCTG G CCCTTCT C C AGG CTGTG G AAAGTCT CTG AT C C AATTCT CTT C 
CAAATGACCTTGATCGCTGCTCTGTTGCCTGCTGTTCTTGGCAATTGTGGTCCTCCACCC 
ACTTTATCATTTGCTGCCCCGATGGATATTACGTTGACTGAGACACGCTTCAAAACTGGA 
ACT ACT CTGG AAATTGAAC AACTGG AACT A C AG AG AG AC AGC G C AAGAC AAT C C ACTTTG 
GATAAAGAACTATAATTTTTCTCAAAAGAAGGAGGAAAAGGTGTCTTGCTGGCTTGCCTC 

T TGC AATT C AAT AC AG AT CAGT TT AGC AAATCT ACTGT C AAT TTGG C AGT G AT ATT C AT C 

ATAATAAATATCTAGAAATGATAATTTGCTAAAGTTTAGTGCTTTGAGATTGTGAAATTA 

TTAATCATCCTCTGTGTGGCTCATGTTTTTGCTTTTCAACACACAAAGCACAAATTTTTT 

TTCGATTAAAAATGTATGTAT 

jORF Stai t: ATG at 1 39 | [ORF Stop: TAA at 433 

J iSEQ ID NO: 98 |98 aa |M W at 1 0927. 6kD 

NOV28c, 
CGI 42092-03 
Protein Sequence 

MHPPKTPSGALHRKRKMAAWPFSRLWKVSDPILFQMTLIAALLPAVLGNCGPPPTLSFAA 
PMDITLTETRFKTGTTLEIEQLELQRDSARQSTLDKEL 


Sequence comparison of the above protein sequences yields the following sequence 


relationships shown in Table 28B. 


| Table 28B. Comparison of NOV28a against NOV28b and NOV28c. 

Protein Sequence 

NOV28a Residues/ 

Identities/ 

Match Residues 

Similarities for the Matched Region 

NOV28b 

1..250 

185/250 (74%) 

i 

5..195 

185/250 (74%) 

! NOV28c 

1..74 

73/74 (98%) 

1 

5..7S 

74/74 (99%) 


Further analysis of the NOV28a protein yielded the following properties shown in 


Table 28C. 


197 


WO 2003/023008 


PCT/US2002/028596 


r-~~ " " — — -* — " 

, Table 2SC. Protein Sequence Properties NOV28a 

, — . 

! PSort analysis: 

i 

i 

0.6500 probability located in plasma membrane; 0.5046 probability located in 
mitochondrial inner membrane; 0.3752 probability located in microbody 
(peroxisome); 0.3000 probability located in Golgi body 

| Signal P analysis: 

Cleavage site between residues 45 and 46 


A search of the NOV28a protein against the Geneseq database, a proprietary 
database that contains sequences published in patents and patent publication, yielded several 
homologous proteins shown in Table 28D. 


Table 28D. Geneseq Results for NOV28a 

Geneseq 
Identifier 

i 

- 

Protein/Organism/Length 
[Patent #, Date] 

NOV28a 
Residues/ 
Match 
Residues 

Identities/ 
Similarities for 
the Matched 
Region 

Expect 
Value 

i AAR13490 

Human C4 binding protein - 
Homo sapiens, 581 aa. 
[W09111461-A, 08-AUG- 
1991] 

13..218 
1..208 

190/208(91%) 
193/208 (92%) 

e-113 

AAB57162 

1 

! 

Human prostate cancer 

antigen protein sequence 

SEQIDNO:174O-/fo/720 

sapiens, 1 1 0 aa. 

[ WO20O055 1 74-A 1,21 -SEP- 

2000] 

62.. 170 
1..109 

107/109 (98%) 
108/109 (98%) 

le-61 

AAW39924 " 

Amino acid sequence of a 
mouse sperm protein 
designated sp56 - Mus sp, 
579 aa. [ WO9800440-A 1 , 
OS-JAN-1998] 

13. .204 
1..192 

103/193 (53%) 
132/193 (68%) 

2e-57 

AAG68150 

Codon modified human DAF 
protein sequence SEQ ID 
NO:l - Homo sapiens, 320 
aa. [JP2001211882-A,07- 
AUG-2001] 

32..217 
22..212 

74/191 (38%) 
106/191 (54%) 

3e-32 

ABB07542 

Amino acid sequence of 
APT2334 - Synthetic, 271 aa. 
(WO200204638-A1, 17- 
JAN-2002] 

45..217 
65..241 



68/177 (38%) 
98/177 (54%) 

2e-30 


5 In a BLAST search of public sequence datbases, the NOV28a protein was found to 


have homology to the proteins shown in the BLASTP data in Table 28E. 
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Table 28E. Public BLASTP Results for NOV28a 

Protein 

Accession 

Nnmhor 

n uiiiucr 

Protein/Organism/Length 

Residues/ 1 

Match 

Residues 

Trlpntifip^/ 

J.VJCIJ IIIICO/ 

Similarities for 
the Matched 
Portion 

Expect 
Value 

P04003 

C4b-binding protein alpha 
chain precursor (C4bp) 
(Proline-rich protein) (PRP) - 
Homo sapiens (Human), 597 
aa. 

1..218 
5..224 

202/220 (91%) 
205/220 (92%) 

e-120 

i 

Q28065 

C4b-binding protein alpha 
chain precursor (C4bp) - Bos 
returns (Bovine), 610 aa. 

1..211 

5..217 ; 

127/214(59%) 
154/214(71%) 

5e-71 

S53711 

C4BP alpha chain precursor - 
rabbit, 597 aa. 

1..211 
5..217 

124/214(57%) 
152/214(70%) 

5e-6S 

P08607 

C4b-binding protein precursor 
(C4bp) - Mus mitsculiis 
(Mouse), 469 aa. 

5..200 
17..210 

107/196 (54%) 
! 131/196 (66%) 

107/196 (54%) 
1 130/196 (65%) 

i 

5e-59 

Q91X48 

Complement component 4 
binding protein - Mus 
mitsculus (Mouse), 469 aa. 

5. .200 
17..210 

8e-59 


PFam analysis predicts that the NOV28a protein contains the domains shown in 
Table 28F. 


Table 28F. Domain Analysis of NOV28a 

Pfam Domain 

NOV28a Match Region 

Identities/ 
Similarities 
for the Matched 
Region 

Expect Value 

sushi 

46.. 104 

16/68 (24%) 
42/68 (62%) 

1.3e-10 

sushi 

109.. 166 

20/64 (31%) 
47/64 (73%) 

6.2e-14 

sushi j 171. .2 16 

1 

20/64 (31%) 
38/64 (59%) 

0.012 


Example 29. 

5 The NOV29 clone was analyzed, and the nucleotide and encoded polypeptide 

sequences are shown in Table 29A. 

Table 29 A. NOV29 Sequence Analysis ~ 1 
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NOV29a. 
CG171681-01 
DNA Sequence 


(SEQ ID NO: 99 _ ___jl3S6 bp ^ J ^ 

■CTGCGCTGCCGAGGCGAGCTAAGCGCCCGCTC^ 


CGCTGCTGCTGCTGCTGCCGCCTCTGCTGCTGCTGCTGCTGCTGCGCGTCCCGCCCAGCC 
GCAGCTTCCCAGATATGGAACCTCCTAGAATCAAGTGCCCAAGTGTGAAGGAACGCATTG 
C'AGAACCCAACAAACTGACAGTCCGGGTGTCCTGGGAGACACCCGAAGGAAGAGACACAG 
CAGATGGAATTCTTACTGATGTCATTCTAAAAGGCCTCCCCCCAGGCTCCAACTTTCCAG 
AAGG AG A C C AC AAG ATCC AGT AC AC AGT CTATG AC AG AG CTG AG AAT AAG G G C ACTTG C A 
AATTTCGAGTTAAAGTAAGAGTCAAACGCTGTGGCAAACTCAATGCCCCAGAGAATGGTT 
ACATGAAGTGCTCCAGCGACGGTGATAATTATGGAGCCACCTGTGAGTTCTCCTGCATCG 
GCGGCTATGAGCTCCAGGGTAGCCCTGCCCGAGTATGTCAATCCAACCTGGCTTGGTCTG 
GCACGGAGCCCACCTGTGCAGCCATGAACGTCAATGTGGGTGTCAGAACGGCAGCTGCAC 
TTCTGGATCAGTTTTATGAGAAAAGGAGACTCCTCATTGTGTCCACACCCACAGCCCGAA 
ACCTCCTTTACCGGCTCCAGCTAGGAATGCTGCAGCAAGCACAGTGTGGCCTTGATCTTC 
GACACATCACCGTGGTGGAGCTGGTGGGTGTGTTCCCGACTCTCATTGGCAGGATAGGAG 
CAAAGATTATGCCTCCAGCCCTAGCGCTGCAGCTCAGGCTGTTGCTGCGAATCCCACTCT 
ACTCCTTCAGTATGGTGCTAGTGGATAAGCATGGCATGGACAAAGAGCGCTATGTCTCCC 
iTGGTGATGCCTGTGGCCCTGTTCAACCTGATTGACACTTTTCCCTTGAGAAAAGAAGAGA 
TQGTCCTACAAGCCGAAATGAGCCAGACCTGTAACACCTGA CATGATGGTTCCTCTCTTG 
GCAATTCCTCTTCATTGTCTACATAGTGACATGCACACGGGAAAGCCTTAAAAATATCCT 


TGATGTACAGATTTTATTTGTAATTTTAAAAGTCTATTTTATTATGAGCTTTCTTTGCAC 


TTAAAAATTAGCATGCTGCTTTTTGTACTTGGAAGTGTTTCAAAAAATTATATGACCATA 


TTTACTCTTTCTAACCTTTCTTTACTCCATCATGGCTGGTTGATTTGTAGAGAAATTAGA 

I acccataaccatacacaggctatcaacatgttattcaatgtgacacctaactcttttcta 
ttttgttttttaagtaagacttttattaataaaacg 


NOV29a 5 
CG171681-01 
Protein Sequence 


ORF Start: ATG at 36 


|ORF Stop: TGA at 999 


|321 aa' 


MWat35636.4!cD 


SEQ ID NO: 100 

"mgspahrpalllllpplllllllrvppsrsfpdmepprikcpsvkeriaepnkltvrvsw 
etpegrdtadgiltdvilkglppgsnfpegdhkiqytvydraenkgtckfrvkvrvkrcg 
klnapengymkcssdgdnygatcefsciggyelqgsparvcqsnlawsgteptcaamnvn 

IvGVRTAAALLDQFYBKRRLLIVSTPTARNLLYRLQLGMLQQAQCGLDLRHITWEIiVGVF 
PTLIGRIGAKIMPPALALQLRLLLRI PLYSFSMVLVDKHGMDKERYVSbVMPVALFNLI D 
TFPLRKEEMVLQAEMSQTCNT 


NOV29b, 
CG171681-03 
DNA Sequence 


"li795bp~ 


SE Q ID NO: 101 

CTTGGTCTCTTCGGTCTCCTGCCGCC 


AGCGCCCGCTCGCCATGGGGAGCCCCGCACATCGGCCCGCGCTGCTGCTGCTGCTGCCGC 


CTCTGCTGCTGCTGCTGCTGCGCGTCCCGCCCAGCCGCAGCTTCCCAGATACCCCGTGGT 
GCTCCCCCATCAAGGTGAAGTATGGGGATGTGTACTGCAGGGCCCCTCAAGGAGGATACT 
ACAAAACAGCCCTGGGAACCAGGTGCGACATTCGCTGCCAGAAGGGCTACGAGCTGCATG 
GCTCTTCCCTACTGATCTGCCAGTCAAACAAACGATGGTCTGACAAGGTCATCTGCAAAC 
AAAAGCGATGTCCTACCCTTGCCATGCCAGCAAATGGAGGGTTTAAGTGTGTAGATGGTG 
CCTACTTTAACTCCCGGTGTGAGTATTATTGTTCACCAGGATACACGTTGAAAGGGGAGC 
IGGACCGTCACATGTATGGACAACAAGGCCTGGAGCGGCCGGCCAGCCTCCTGTGTGGATA 
TGGAACCTCCTAGAATCAAGTGCCCAAGTGTGAAGGAACGCATTGCAGAACCCAACAAAC 
TGACAGTCCGGGTGTCCTGGGAGACACCCGAAGGAAGAGACACAGCAGATGGAATTCTTA 
CTGATGTCATTCTAAAAGGCCTCCCCCCAGGCTCCAACTTTCCAGAAGGAGACCACAAGA 
TCCAGTACACAGTCTATGACAGAGCTGAGAATAAGGGCACTTGCAAATTTCGAGTTAAAG 
TAAGAGTCAAACGCTGTGGCAAACTCAATGCCCCAGAGAATGGTTACATGAAGTGCTCCA 
GCGACGGTGATAATTATGGAGCCACCTGTGAGTTCTCCTGCATCGGCGGCTATGAGCTCC 
AGGGTAGCCCTGCCCGAGTATGTCAATCCAACCTGGCTTGGTCTGGCACGGAGCCCACCT 
GTGCAGCCATGAACGTCAATGTGGGTGTCAGAACGGCAGCTGCACTTCTGGATCAGTTTT 
ATGAGAAAAGGAGACTCCTCATTGTGTCCACACCCACAGCCCGAAACCTCCTTTACCGGC 
TCCAGCTAGGAATGCTGCAGCAAGCACAGTGTGGCCTTGATCTTCGACACATCACCGTGG 
TGGAGCTGGTGGGTGTGTTCCCGACTCTCATTGGCAGGATAGGAGCAAAGATTATGCCTC 
CAGCCCTAGCGCTGCAGCTCAGGCTGTTGCTGCGAATCCCACTCTACTCCTTCAGTATGG 
TGCTAGTGGATAAGCATGGCATGGACAAAGAGCGCTATGTCTCCCTGGTGATGCCTGTGG 
CCCTGTTCAACCTGATTGACACTTTTCCCTTGAGAAAAGAAGAGATGGTCCTACAAGCCG 
AAATGAGCCAGACCTGTAACACCTGA CATGATGGTTCCTCTCTTGGCAATTCCTCrrCAT 
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T G T CT AC AT AGT G A C ATGC A C ACG G G AAAG CCTT AAAAAT ATC C TTG ATGT AC AG ATTTT 

ATTTGTAATTTTAAAAGTCTATTTTATTATGAGCTTTCTTTGCACTTAAAAATTAGCATG 

CTGCTTTTTGTACTTGGAAGTGTTTCAAAAAATTATATGACCATATTTACTCTTTCTAAC 

TTTCTTTACTCCATCATGGCTGGTTGATTTTGTAGAGAAATTAGAACCCATAACCATACA 

CAGGCTATCAACATGTTATTCAATGTGACACCTAACTCTTTTCTATTTTGTTTTTTAAGT 

AAG ACTTTTATTAAT AAAAC AAAATGTTTTGG AG C AAAAAAAAAAAAAAAAAAAA 


ORF Start7ATG at 75 I ]ORF Stop: TGA at 1404 


SbO 1LJ NO: 1U2 |44^ aa jivi w ai ^yzo / .yKj-^ 

NOV29b, 
CGI 7 168 1-03 
Protein Sequence 

MGSPAHRPALLLLLPPLLLLLLRVPPSRSFPDTPWCSPIKVKYGDVYCRAPQGGYYKTAL 
GTRCDIRCQKGYELHGSSLLICQSNKRWSDKVICKQKRCPTLAMPANGGFKCVDGAYFNS 
RCEYYCSPGYTLKGERTVTCMDNKAWSGRPASCVDMEPPRIKCPSVKERIAEPNKLTVRV 
SWETPEGRDTADGILTDVILKGLPPGSNFPEGDHKIQYTVYDRAENKGTCKFRVKVRVKR 
CGKLNAPENGYMKCSSDGDNYGATCEFSCIGGYELQGSPARVCQSNLAWSGTEPTCAAMN 
VNVGVRTAAALLDQFYEKRROLIVSTPTARNLLYRLQLGMLQQAQCGLDLRHITWELVG 
VFPTLIGRIGAKIMPPALiALQLRLLLRIPLYSFSMVLVDKHGMDKERYVSLVMPVALFNL 
IDTFPLRKEEMVLQAEMSQTCNT 


SEQIDNO:103 1 1798 bp 

NOV29c, 
!cG171681-02 
JDNA Sequence 

! 
! 

CTTGGTCTCTTCGGTCTCCTGCCGCCCCCGGGAAGCGCGCTGCGCTGCCGAGGCGAGCTA 

AGCGCCCGCTCGCCATGGGGAGCCCCGCACATCGGCCCGCGCTGCTGCTGCTGCTGCCGC 

CTCTGCTGCTGCTGCTGCTGCTGCGCGTCCCGCCCAGCCGCAGCTTCCCAGATACCCCGT 
GGTGCTCCCCCATCAAGGTGAAGTATGGGGATGTGTACTGCAGGGCCCCTCAAGGAGGAT 
ACTACAAAACAGCCCTGGGAACCAGGTGCGACATTCGCTGCCAGAAGGGCTACGAGCTGC 
ATGGCTCTTCCCTACTGATCTGCCAGTCAAACAAACGATGGTCTGACAAGGTCATCTGCA 
AACAAAAGCGATGTCCTACCCTTGCCATGCCAGCAAATGGAGGGTTTAAGTGTGTAGATG 
GTGCCTACTTTAACTCCCGGTGTGAGTATTATTGTTCACCAGGATACACGTTGAAAGGGG 
AGCGGACCGTCACATGTATGGACAACAAGGCCTGGAGCGGCCGGCCAGCCTCCTGTGTGG 
ATATGGAACCTCCTAGAATCAAGTGCCCAAGTGTGAAGGAACGCATTGCAGAACCCAACA 
AACTG AC AGTCCG GGTGT CCTG G G AG AC AC CCG AAGG AAG AG AC AC AGC AG ATGG AATT C 
TTACT G ATGTC ATT CT AAAAG GCCTCCCCC C AGG CT C C AACTTT C C AG AAGG AG AC C AC A 
AGATCCAGTACACAGTCTATGACAGAGCTgAGAAI AAGGGLAGl 1GGAAAJ. 1 1 ^uaiji 
AAGTAAGAGTCAAACGCTGTGGCAAACTCAATGCGGGAGAGAAl G(j l iaLAivjAHU 1 ^v. 1 
CCAGCGACGGTGATAATTATGGAGCCACCTGTGAGTrGJ. 1 bt A 1 LbLi Lbbu i a i ^auv. 
TCCAGGGTAGCCCTGCCCGAGTA i G 1 LAA 1 Q-AAtl. 1 GGG 1 1 GG Rl ijijLHLUOrtVJLU\-n 

CCTGTGCAGCCATGAACGTCAATGTgGGTGT GAGAAGGGLAGG 1 bLAL iiui bbAi^nva i 
TTTATPAriAAAAnnAf^ArTrrTrATTGTGTCCACACCCACAGCCCGAAACCTCCTTTACC 
GGCTCCAGCTAGGAATGCTGCAGCAAGCACAGTGTGGCCTTGATCTTCGACACATCACCG 
TGGTGGAGCTGGTGGGTGTGTTCCCGACTCTCATTGGCAGGATAGGAGCAAAGATTATGC 
CTCCAGCCCTAGCGCTGGAGL 1 GAGGG i G 1 1GG 1 uLuM1LH.al a i^-iv- j. v-v_ x x ^-nuin 
TGGTGCTAGTGGATAAGCATGGCATGGACAAAGAGCGCTATGTCTCCCTGGTGATGCCTG 
TGGCCCTGTTCAACCTGATTGACACTTTTCCCTTGAGAAAAGAAGAGATGGTCCTACAAG 
CCGAAATGAGCCAGACCTGTAACACCTGACATGATGGTTCCTCTCTTGGCAATTCCTCTT 

CATTGTCTACATAGTGACATGCACACGGGAAAGCCTTAAAAATATCCTTGATGTACAGAT 

TTTATTTGTAATTTTAAAAGTCTATTTTATTATGAGCTTTCTTTGCACTTAAAAATTAGC 

ATGCTGCTTTTTGTACTTGGAAGTGTTTCAAAAAATTATATGACCATATTTACTCTTTCT 

AACTTTCTTTACTCCATCATGGCTGGTTGATTTTGTAGAGAAATTAGAACCCATAACCAT 

ACACAGGCTATCAACATGTTATTCAATGTGACACCTAACTCTTTTCTATTTTGTTTTTTA 

AGTAAGACTTTTATTaATAAAACAAaATGTTTTGGAGCAAAAAAAAAAAAaAAAAAAA 


ORF Start: ATG at 75 i |ORJF Stop: TGA at 1 407 


SEQ ID NO: 1 04 |444 aa |MW at 49381 J kD _ 

NOV29c, 
CGI716SI-02 
Protein Sequence 

MGSPAHRPALLLLLPPLLLLLLLRVPPSRSFPDTPWCSPIKVKYGDVYCRAPQGGYYKTA 
LGTRCDIRCQKGYELHGSSLLICQSNKRWSDKVICKQKRCPTLAMPANGGFKCVDGAYFN 
SRCEYYCSPGYTLKGERTVTCMDNKAWSGRPASCVDMEPPRIKCPSVKERIAEPNKLTVR 
VSWETPEGRDTADGILTDVILKGLPPGSNFPEGDHKIQYTVYDRAENKGTCKFRVKVRVK 
RCGKLNAPENGYMKCSSDGDNYGATCEFSCIGGYELQGSPARVCQSNLAWSGTBPTCAAM 
NVNVG VRT AAALLDQ F Y E KR R LLI VS T PT ARNLL YRLQLGM LQQAQCGLDLRH I T WELV 
GVFPTLIGRIGAKIMPPALALQLRLLLRIPLYSFSMVLVDKHGMDKERYVSLVMPVALFN 

LIDTFPLRKEEMVLQAEMSQTCNT 
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Sequence comparison of the above protein sequences yields the following sequence 
relationships shown in Table 29B. 


Table 29B. Comparison of NOV29a against NOV29b and NOV29c. 

Protein Sequence 

NOV29a Residues/ 

Identities/ 

Match Residues 

Similarities for the Matched Region 

NOV29b 

33.321 

273/289 (94%) 


1 55.443 

273/289 (94%) 

NOV29c 

33..321 

273/289 (94%) 


156..444 

273/289 (94%) i 


10 


Two polymorphic variants of NOV29c have been identified and are shown in Table 


41K. 


Further analysis of the NOV29a protein yielded the following properties shown in 
Table 29C. 


Table 29C. Protein Sequence Properties NOV29a 


PSort analysis: 


0.8200 probability located in outside; 0.1000 probability located in 
endoplasmic reticulum (membrane); 0.1000 probability located in 
endoplasmic reticulum (lumen); 0.1000 probability located in iysosome 
(lumen) 


SignalP analysis: I Cleavage site between residues 3 1 and 32 


A search of the NOV29a protein against the Geneseq database, a proprietary 
database that contains sequences published in patents and patent publication, yielded several 
homologous proteins shown in Table 29D. 


Table 29D. Geneseq Results for NOV29a 

Geneseq 
Identifier 

Protein/Organism/Length 
[Patent #, DateJ 

NOV29a 
Residues/ 
Match 
Residues 

Identities/ 
Similarities for 
the Matched 
Region 

Expect 
Value 

AAB07747 

A human cancer-associated 
protein- 1 (CAP-I) - Homo 
sapiens. 465 aa. 
[WO200043508-A2, 27-JUL- 
2000] 

33..319 
178..464 

148/287 (51%) 
205/287 (70%) 

7e-89 

1 
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AARSQ000 

Breast and ovarian cancer 

JL-r 1 wUj I UJ 1 \* U V Ul lull IWvl 

associated antigen protein 
sequence SEQ ID 717- 
Homo sapiens, 43 1 aa. 
[ WO200055 1 73-A 1, 2 3 -SEP- 
2000] 

33. .319 
144..430 

148/287 (51%) 1 
205/287 (70%) 

7e-89 

ABB72149 

1 

Rat protein isolated from skin 
cells SEQ ID NO: 188- 
Rattus sp, 118 aa. 
[WO200190357-Al,29- 
NOV-2001] 

88..203 
3..118 

j71/116(61%) 
89/116(76%) 

i 

3e-38 

AAB55949 

Skin cell protein, SEQ ID 
NO: 188 - Rattus sp, 1 IS aa. 
[WO200069884-A2, 23- 
NOV-2000] 

88..203 
3..11S 

71/116(61%) 
89/116(76%) 

3e-38 

AAY76010 

Rat DRS protein homolog, 
SEQ ID NO: 1 88 - Rattus sp, 
U8aa. [W09955S65-A1, 
04-NOV-1999] 

88.. 203 
3.. 118 

71/116(61%) 
89/116(76%) 

1 

3e-38 

In a BLAST search of public sequence datbases, the NOV29a protein was found to 
have homology to the proteins shown in the BLASTP data in Table 29E. 

Table 29E. Public BLASTP Results for NOV29a 

Protein 
• Accession 
Number 

Protein/Organism/Length 

NOV29a 
Residues/ 
Match 
Residues 

Identities/ 
Similarities for the 
Matched Portion 

Expect 
Value 

P78539 

Sushi repeat-containing 
protein SRPX precursor - 
Homo sapiens (Human), 464 
aa. 

33. .321 
176.. 464 

289/289(100%) 
289/289(100%) 

e-168 

Q63769 

Sushi repeat-containing 
protein SRPX precursor 
(DRS protein) (Down- 
regulated by V-SRC) - 
Rattus nojvegiats (Rat), 464 
aa. 

33..321 
176..464 

279/289 (96%) 
286/289 (98%) 

e-164 

i 
t 

Q9R0 m3 

Sushi-repeat-containing 
protein - Mits muscuhis 
(Mouse), 464 aa. 

33..320 
176..463 

276/288 (95%) 
285/288 (98%) 

e-163 

Q9R0 m2 

Sushi-repeat-containing 
protein - Mas mvscuhis 
(Mouse), 380 aa. 

33. .320 
92.379 

276/288 (95%) 
285/288 (98%) 

e-163 
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AAM73690 

■ 

Sushi-repeat containing 
protein - Mus muscuhis 
(Mouse), 410 aa (fragment). 

33..319 
123..409 

1 52/287 (52%) 
203/287 (69%) 

2e-S9 


PFam analysis predicts that the NOV29a protein contains the domains shown in 
Table 29F. 


Table 29F. Domain Analysis of NOV29a 

f 
t 
i 

Pfam Domain 

NOV29a Match Region 

Identities/ 
Similarities 
for the Matched 
Region 

Expect Value 

HYR 

33..114 

27/86 (31%) 
78/86 (91%) 

2.2e-34 

sushi 

I 

119.. 174 

19/64 (30%) 
41/64 (64%) 

2.7e-09 


Example 30. 


The NOV30 clone was analyzed, and the nucleotide and encoded polypeptide 
5 sequences are shown in Table 30A. 


{Table 30A^NOV30 Sequence Ana lysjs _ _ 

jSEQIDNO: 105 " ~| 1499 bp 


i 


jNOV30a, 
CG51I17-01 


1 ACGCGTGTAGGTGGCCCAGGCAAATAGTGTCATCGATTGGCCTATGTCGTTATGGTGGGA 


GGATTGACTGCTGCTGGGGCTGGGCTCGCCAGTCTTGGGGACAGTGTCAGCCTTTCTACG 


DNA Sequence tcttaaggcagagaatagccaggataa ggtgccagctcaaagctgtgtgccaaccacga^ 


gcaaacatggtgaatgtatcgggccaaacaagtgcaagtgtcatcctggttatgctggaa 
aaacctggtattcaagttttaaatgagtgtggcctgaagccccggccctgtaagcacagg 
itgcatgaacacttacggcagctacaagtgctactgtctcaacggatatatgctcatgccg 
gatggttcctgctcaagtgccctgacctgctccatggcaaactgtcagtatggctgtgat 
jgttgttaaaggacaaatacggtgccagtgcccatcccctggcctgcagctggctcctgat 
gg gagg ac ctgtgt ag atgttg at gaatg tg ct a c ag g aag ag cct c ctg ccct ag attt 
'aggcaatgtgtcaacacttttgggagctacatctgcaagtgtcataaaggcttcgatctc 
atgtatattggaggcaaatatcaatgtcatgacatagacgaatgctcacttggtcagtat 
cagtgcagcagctttgctcgatgttataacgtacgtgggtcctacaagtgcaaatgtaaa 
gaaggataccagggtgatggactgacttgtgtgtatatcccaaaagttatgattgaacct 
t c ag gt c c aattc atgt accaaaggg aaat ggt ac c atttt aaagg gtg ac ac agg aaat 
aataattggattcctgatgttggaagtacttggtggcctccgaagacaccatatattcct 
cctatcattaccaacaggcctacttctaagccaacaacaagacctacaccaaagccaaca 
ccaattcctactccaccaccaccaccacccctgccaacagagctcagaacacctctacca 
cctacaaccccagaaaggccaaccaccggactgacaactatagcaccagctgccagtaca 
cctccaggagggattacagttgacaacagggtacagacagaccctcagaaacccagagga 

GATGTGTTCATTCCACGGCAACCTTCAAATGACTTGTTTGAAATATTTGAAATAGAAAGA 
GGAGTCAGTGCAGACGATGAAGCAAAGGATGATCCAGGTGTTCTGGTACACAGTTGTAAT 
TTTGACCATGGACTTTGTGGATGGATCAGGGAGAAAGACAATGACTTGCACTGGGAACCA 
ATCAGGGACCCAGCAGGTGGACAATATCTGACAGTGTCGGCAGCCAAAGCCCCAGGGGGA 
AAAGCTGCACGCTTGGTGCTACCTCTCGGCCGCCTCATGCATTCAGGGGACCTGTGCCTG 
jTCATTCAGGCACAAGGTGACGGGGCTGCACTCTGGCACACTCCAGGTGTTTGTGAGAAA 


|O RF Sta rt: at 14S 
jSEQIDNO: 10(T 


^450 


ORF Stop: at 1498 


aa 


ImW at 48855.5kD 
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NOV30a, 
CG51 1 17-01 
Protein Sequence 


GASSKLCANHDANMVNVSGQTSASVILVMIiEKPGIQVIiNECGLKPRPCKHRCMNTYGSYK 
CYCLNGYMLMPDGSCSSALTCSMANCQYGCDWKGQIRCQCPSPGLQLAPDGRTCVDVDE 
CATGRASCPRFRQCVNTFGSYICKCHKGFDLMYIGGKYQCHDIDECSLGQYQCSS FARCY 
NVRGSYKCKCKEGYQGDGLTCVYIPKVMIEPSGPIHVPKGNGTILKGDTGNNNWIPDVGS 
TWWPPKTPYIPPIITNRPTSKPTTRPTPKPTPIPTPPPPPPLPTELRTPLPPTTPERPTT 
GLTTIAPAASTPPGGITVDNRVQTDPQKPRGDVFIPRQPSNDLFEIFEIERGVSADDEAK 
DDPGVLVHSCNFDHGLCGWIREKDNDLHWEPIRDPAGGQYLTVSAAKAPGGKAARLVLPL 
i GRLMHSGDLCLSFRHKVTGLHSGT L QVFVR _ - 

SEQ ID NO: 107 ' j 1638 bp 


NOV30b, 
CG51 1 17-05 
DNA Sequence 


NOV30b, 
CG51 117-05 
Protein Sequence 


NOV30c, 
CG5 11 17-06 
DNA Sequence 


GAGTTCGACGGGAGGTGGCCCAGGCAAATAGTGTCATCGATTGGCCTATGTCGTTATGGT 
GGGAGGATTGACTGCTGCTGGGGCTGGGCTCGCCAGTCTTGGGGACAGTGTCAGCCTGTG 
TGCCAACCACGATGCAAACATGGTGAATGTATCGGGCCAAACAAGTGCAAGTGTCATCCT 
GGTTATGCTGGAAAAACCTGTATTCAAGTTTTAAATGAGTGTGGCCTGAAGCCCCGGCCC 
TGTAAGCACAGGTGCATGAACACTTACGGCAGCTACAAGTGCTACTGTCTCAACGGATAT 
ATGCTCATGCCGGATGGTTCCTGCTCAAGTGCCCTGACCTGCTCCATGGCAAACTGTCAG 
TATGGCTGTGATGTTGTTAAAGGACAAATACGGTGCCAGTGCCCATCCCCTGGCCTGCAG 
CTGGCTCCTGATGGGAGGACCTGTGTAGATGTTGATGAATGTGCTACAGGAAGAGCCTCC 
TGCCCTAGATTTAGGCAATGTGTCAACACTTTTGGGAGCTACATCTGCAAGTGTCATAAA 
GGCTTCGATCTCATGTATATTGGAGGCAAATATCAATGTCATGACATAGACGAATGCTCA 
CTTGGTCAGTATCAGTGCAGCAGCTTTGCTCGATGTTATAACGTACGTGGGTCCTACAAG 
TG C AAATG T AAAG AAGG AT AC C AG GGT G ATGG ACTG ACTTGTGTGT AT AT C CC AAAAG TT 
ATGATTGAACCTTCAGGTCCAATTCATGTACCAAAGGGAAATGGTACCATTTTAAAGGGT 
GACACAGGAAATAATAATTGGATTCCTGATGTTGGAAGTACTTGGTGGCCTCCGAAGACA 
CCATATATTCCTCCTATCATTACCAACAGGCCTACTTCTAAGCCAACAACAAGACCTACA 
CCAAAGCCAACACCAATTCCTACTCCACCACCACCACCACCCCTGCCAACAGAGCTCAGA 
ACACCTCTACCACCTACAACCCCAGAAAGGCCAACCACCGGACTGACAACTATAGCACCA 
GCTGCCAGTACACCTCCAGGAGGGATTACAGTTGACAACAGGGTACAGACAGACCCTCAG 
AAACCCAGAGGAGATGTGTTCATTCCACGGCAACCTTCAAATGACTTGTTTGAAATATTT 
GAAATAGAAAGAGGAGTCAGTGCAGACGATGAAGCAAAGGATGATCCAGGTGTTCTGGTA 
CACAGTTGTAATTTTGACCATGGACTTTGTGGATGGATCAGGGAGAAAGACAATGACTTG 
CACTGGGAACCAATCAGGGACCCAGCAGGTGGACAATATCTGACAGTGTCGGCAGCCAAA 
GCCCCAGGGGGAAAAGCTGCACGCTTGGTGCTACCTCTCGGCCGCCTTATGCATTCAGGG 
GACCTGTGCCTGTCATTCAGGCACAAGGTGACGGGGCTGCACTCTGGCACACTCCAGGTG 
TTTGTGAGAAAACACGGTGCCCACGGAGCAGCCCTGTGGGGAAGAAATGGTGGCCATGGC 
TGGAGGCAAACACAGATCACCTTGCGAGGGGCTGACATCAAGAGCGTCGTCTTCAAAGGT 
GAAAAAAGGCGTGGTCACACTGGGGAGATTGGATTAGATGATGTGAGCTTGAAAAAAGGC 
CACTGCTCTGA AGAA CGC 

ORP Start: at \ 


SEQ ID NO: 108 


jORP Stop: end of sequence 
~~'~]546~aa "j MW ar59 854.91dr'^ ~ _ 

EFDGRWPRQIVSSIGLCRYGGRIDCCWGWARQSWGQCQPVCQPRCKHGECIGPNKCKCHP 
GYAGKTCIQVLNECGLKPRPCKHRCMNTYGSYKCYCLNGYMLMPDGSCSSALTCSMANCQ 
YGCDWKGQIRCQCPSPGLQLAPDGRTCVDVDECATGRASCPRFRQCVNTFGSYICKCHK 
GFDLMYIGGKYQCHDIDECSLGQYQCSSFARCYNVRGSYKCKCKEGYQGDGLTCVYIPKV 
MIEPSGPIHVPKGNGTILKGDTGNNNWIPDVGSTWWPPKTPYIPPIITNRPTSKPTTRPT 
PKPTPIPTPPPPPPLPTELRTPLPPTTPERPTTGLTTIAPAASTPPGGITVDNRVQTDPQ 
KPRGDVFIPRQPSNDLFEIFEIERGVSADDEAKDDPGVLVHSCNFDHGLCGWIREKDNDL 
HWEPIRDPAGGQYLTVSAAKAPGGKAARLVLPLGRLMHSGDLCLSFRHKVTGLHSGTLQV 
FVRKHGAHGAALWGRNGGHGWRQTQITLRGADIKSWFKGEKRRGHTGEIGLDDVSLKKG 
HCSEER 


SEQ ID NO: 109 


T2245 bp' 


GGACACTGACATGGACTGAAGGAGTAGAAAAGAAGGGAGCGGGAGGGGGCTCCGGGCGCC 


GCGCAGCAGACCTGCTCCGGCCGCGCGCCTCGCCGCTGTCCTCCGGGAGCGGCAGCAGTA 


GCCCGGGCGGCGAGGGCTGGGGGTTCCTCGAGACTCTCAGAGGGGCGCCTCCCATCGGCG 


CCCACCACCCCAACCTGTTCCTCGCGCGCCACTGCGCTGCGCCCCAGGACCCGCTGCCCA 


ACATGGATTTTCTCCTGGCGCTGGTGCTGGTATCCTCGCTCTACCTGCAGGCGGCCGCCG 
AGTTCGACGGGAGTAGGTGGCCCAGGCAAATAGTGTCATCGATTGGCCTATGTCGTTATG 
GTGGGAGGATTGACTGCTGCTGGGGCTGGGCTCGCCAGTCTTGGGGACAGTGTCAGCCTT 
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TCTACGTCTTAAGGCAGAGAATAGCCAGGATAAGGTGCCAGCTCAAAGCTGTGTGCCAAC 
CACGATGCAAACATGGTGAATGTATCGGGCCAAACAAGTGCAAGTGTCATCCTGGTTATG 
CTGGAAAAACCTGTAATCAAGACGAGCACATCCCAGCTCCTCTTGACCAAGGCAGTGAAC 
AGCCTCTTTTCCAACCCCTGGATCACCAAGCCACAAGTTTGCCTTCAAGGGATCTAAATG 
AGTGTGGCCTGAAGCCCCGGCCCTGTAAGCACAGGTGCATGAACACTTACGGCAGCTACA 
AGTGCTACTGTCTCAACGGATATATGCTCATGCCGGATGGTTCCTGCTCAAGTGCCCTGA 
CCTGCTCCATGGCAAACTGTCAGTATGGCTGTGATGTTGTTAAAGGACAAATACGGTGCC 
AGTGCCCATCCCCTGGCCTGCAGCTGGCTCCTGATGGGAGGACCTGTGTAGATGTTGATG 
AATGTGCTACAGGAAGAGCCTCCTGCCCTAGATTTAGGCAATGTGTCAACACTTTTGGGA 
G CTAC AT CTG C AAGTGT C AT AAAGG CTTCG ATCT C AT GT AT ATTG G AGG C AAAT AT C AAT 
GTCATGACATAGACGAATGCTCACTTGGTCAGTATCAGTGCAGCAGCTTTGCTCGATGTT 
ATAACATACGTGGGTCCTACAAGTGCAAATGTAAAGAAGGATACCAGGGTGATGGACTGA 
CTTGTGTGTATAT C CCAAAAGTTATG ATTGAACCTTC AGGTCC AATTCATGTACCAAAGG 
GAAATGGTACCATTTTAAAGGGTGACACAGGAAATAATAATTGGATTCCTGATGTTGGAA 
GTACTTGGTGGCCTCCGAAGACACCATATATTCCTCCTATCATTACCAACAGGCCTACTT 
CT AAG C C AAC AAC AAG AC CT A C A C C AAAGCC AA C ACC AATT C CT ACTCC ACC AC C AC C AC 
CACCCCTGCCAACAGAGCTCAGAACACCTCTACCACCTACAACCCCAGAAAGGCCAACCA 
CCGGACTGACAACTATAGCACCAGCTGCCAGTACACCTCCAGGAGGGATTACAGTTGACA 
ACAGGGTACAGACAGACCCTCAGAAACt-CAGAGGAGAIGlUl itAl iuuAUO<a^AA<^JL i. 
CAAATGACTTGTTTGAAATATTTGAAATAGAAAGAGGAGTCAGTGCAGACGATGAAGCAA 
AGG ATG ATC C AGGTGTT CTGGT AC AC AGTTGT AATTTTG AC C ATGG ACTT TGT GG ATGG A 
TCAGGGAGAAAGACAATGACTTGCACTGGGAACCAATCAGGGACCCAGCAGGTGGACAAT 
ATCTGACAGTGTCGGCAGCCAAAGCCCCAGGGGGAAAAGCTGCACGCTTGGTGCTACCTC 
TCGGCCGCCTTATGCATTCAGGGGACCTGTGCCTGTCATTCAGGCACAAGGTGACGGGGC 
TGCACTCTGGCACACTCCAGGTGTTTGTGAGAAAACACGGTGCCCACGGAGCAGCCCTGT 
GGGGAAGAAATGGTGGCCATGGCTGGAGGCAAACACAGATCACCTTGCGAGGGGCTGACA 
TCAAGAGCGTCGTCTTCAAAGGTGAAAAAAGGCGTGGTCACACTGGGGAGATTGGATTAG 
ATGATGTGAGCTTGAAAAAAGGCCACTGCTCTGAAGAACGCTAACAACTCCAGAACTAAC 
AATGAACTCCTATGTTGCTCTATCCTCTTTTTCCAATTCTCATCTTCTCTCCTCTTCTCC 

CTTTTATCAGGCCTAGGAGAAGAGTGGGTCAGTGGGTCAGAAGGAAGTCTATTTGGTGAC 

CCAGGTTCTTCTGGCCTGCTTTTGT 


6^StartlATGat24T |~" ' ~" ~ [ORF Stop: TAA at 2082 " 

j |SEQ ID NO: 1 1 0 {613 aa JMW at 674 1 6.5kD 

NOV30c." 
CG51 1 17-06 
Protein Sequence 

MDFLLALVLVSSLYLQAAAEFDGSRWPRQIVSSIGLCRYGGRIDCCWGWARQSWGQCQPP 
YVLRQRIARIRCQLKAVCQPRCKHGECIGPNKCKCHPGYAGKTCNQDEHIPAPLDQGSEQ 
PLFQPLDHQATSLPSRDLNECGLKPRPCKHRCMNTYGSYKCYCLNGYMLMPDGSCSSALT 
CSMANCQYGCDWKGQIRCQCPSPGLQbAPDGRTCVDVDECATGRASCPRFRQCVNTFGS 
YICKCHKGFDLMYIGGKYQCHDIDECSLGQYQCSSFARCYNIRGSYKCKCKEGYQGDGLT 
CVYIPKVMIEPSGPIHVPKGNGTILKGDTGNNNWIPDVGSTWWPPKTPYIPPIITNRPTS 
KPTTRPTPKPTPIPTPPPPPPLPTELRTPLPPTTPERPTTGLTTIAPAASTPPGGITVDN 
RVQTDPQKPRGDVFIPRQPSNDLFEIFEIERGVSADDEAKDDPGVLVHSCNFDHGLCGWI 
REKDNDLHWEPIRDPAGGQYLTVSAAKAPGGKAARLVLPLGRLMHSGDLCLSFRHKVTGL 
HSGTLQVFVRKHGAHGAALWGRNGGHGWRQTQITLRGADIKSWFKGEKRRGHTGEIGIjD 
DVSLKKGHCSEER 


SEQ ID NO: 1 1 1 12194 bp j 

NOV30d, 
CG51 117-07 
DNA Sequence 

GGACACTGACATGGACTGAAGGAGTAGAAAAGAAGGGAGCGGGAGGGGGCTCCGGGCGCC 

GCGCAGCAGACCTGCTCCGGCCGCGCGCCTCGCCGCTGTCCTCCGGGAGCGGCAGCAGTA 

GCCCGGGCGGCGAGGGCTGGGGGTTCCTCGAGACTCTCAGAGGGGCGCCTCCCATCGGCG 

CCCACCACCCCAACCTGTTCCTCGCGCGCCACTGCGCTGCGCCCCAGGACCCGCTGCCCA 

ACATGGATTTTCTCCTGGCGCTGGTGCTGGTATCCTCGCTCTACCTGCAGGCGGCCGCCG 
AGTTCGACGGGAGTAGGTGGCCCAGGCAAATAGTGTCATCGATTGGCCTATGTCGTTATG 
GTGGGAGGATTGACTGCTGCTGGGGCTGGGCTCGCCAGTCTTGGGGACAGTGTCAGCCTG 
TGTGCCAACCACGATGCAAACATGGTGAATGTATCGGGCCAAACAAGTGCAAGTGTCATC 
CTGGTTATGCTGGAAAAACCTGTAATCAAGACGAGCACATCCCAGCTCCTCTTGACCAAG 
GCAGTGAACAGCCTCTTTTCCAACCCCTGGATCACCAAGCCACAAGTTTGCCTTCAAGGG 
ATCTAAATGAGTGTGGCCTGAAGCCCCGGCCCTGTAAGCACAGGTGCATGAACACTTACG 
GCAGCTACAAGTGCTACTGTCTCAACGGATATATGCTCATGCCGGATGGTTCCTGCTCAA 
GTGCCCTGACCTGCTCCATGGCAAACTGTCAGTATGGCTGTGATGTTGTTAAAGGACAAA 
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i 

TACGGTGCCAGTGCCCATCCCCTGGCCTGCAGCTGGCTCCTGATGGGAGGACCTGTGTAG 
ATGTTGATGAATGTGCTACAGGAAGAGCCTCCTGCCCTAGATTTAGGCAATGTGTCAACA 
CTTTTGGGAGCTACATCTGCAAGTGTCATAAAGGCTTCGATCTCATGTATATTGGAGGCA 
AATATCAATGTCATGACATAGACGAATGCTCACTTGGTCAGTATCAGTGCAGCAGCTTTG 
CTCGATGTTATAACATACGTGGGTCCTACAAGTGCAAATGTAAAGAAGGATACCAGGGTG 
ATGGACTGACTTGTGTGTATATCCCAAAAGTTATGATTGAACCTTCAGGTCCAATTCATG 
TACCAAAGGGAAATGGTACCATTTTAAAGGGTGACACAGGAAATAATAATTGGATTCCTG 
ATGTTGGAAGTACTTGGTGGCCTCCGAAGACACCATATATTCCTCCTATCATTACCAACA 
GGCCTACTTCTAAGCCAACAACAAGACCTACACCAAAGCCAACACCAATTCCTACTCCAC 
CACCACCACCACCCCTGCCAACAGAGCTCAGAACACCTCTACCACCTACAACCCCAGAAA 
GGCCAACCACCGGACTGACAACTATAGCACCAGCTGCCAGTACACCTCCAGGAGGGATTA 
CAGTTGACAACAGGGTACAGACAGACCCTuAGAiy^CCCAGAGGAGATGTGTTCATTCCAC 
GG CAAC CTT CAAATG ACTT GT TTGAAAT ATTTG AAAT AG AAAG AG G AG TC AGTG C AG ACG 
ATGAAGCAAAGGATGATCCAGGTGTTCTGGTACACAGTTGTAATTTTGACCATGGACTTT 
GTGGATGG AT CAGGG AGAAAGACAATGACTTGCACTGGGAACCAATCAGGGACCCAGCAG 
GTGGACAATATCTGACAGTGTCGGCAGCCAAAGCCCCAGGGGGAAAAGCTGCACGCTTGG 
TGCTACCTCTCGGCCGCCTTATGCATTCAGGGGACCTGTGCCTGTCATTCAGGCACAAGG 
TGACGGGGCTGCACTCTGGCACACTCCAGGTGTTTGTGAGAAAACACGGTGCCCACGGAG 
CAGCCCTGTGGGGAAGAAATGGTGGCCATGGCTGGAGGCAAACACAGATCACCTTGCGAG 
GGGCTGACATCAAGAGCGTCGTCTTCAAAGGTGAAAAAAGGCGTGGTCACACTGGGGAGA 
TTGGATTAGATGATGTGAGCTTGAAAAAAGGCCACTGCTCTGAAGAACGCTAACAACTCC 
AGAACTAACAATGAACTCCTATGTTGCTCTATCCTCTTTTTCCAATTCTCATCTTCTCTC 

CTCTTCTCCCTTTTATCAGGCCTAGGAGAAGAGTGGGTCAGTGGGTCAGAAGGAAGTCTA 


TTTGGTGACCCAGGTTCTTCTGGCCTGCTTTTGT 

i 

... 

ORF Start: ATG at 243 J JORF Stop: TAA at 203\ 


SEQ ID NO: 1 12 \596 aa |MW at 65299.9kD 

NOV30d, 
CG51 117-07 
Protein Sequence 

MDFLLALVLVSSLYLQAAAEFDGSRVJPRQIVSSIGLCRYGGRIDCCWGWARQSWGQCQPV 
CQPRCKHGECIGPNKCKCHPGYAGKTCNQDEHIPAPLDQGSEQPLFQPLDHQATSLPSRD 
LNECGLKPRPCKHRCMNTYGSYKCYCLNGYMLMPDGSCSSALTCSMANCQYGCDWKGQI 
RCQCPSPGLQLAPDGRTCVDVDECATGRASCPRFRQCVNTFGSYICKCHKGFDLMYIGGK 
YQCHDIDECSLGQYQCSSFARCYNIRGSYKCKCKEGYQGDGLTCVYIPKVMIEPSGPIHV 
PKGNGTILKGDTGNNNWIPDVGSTWWPPKTPYIPPIITNRPTSKPTTRPTPKPTPIPTPP 
PPPPtiPTELRTPLPPTTPERPTTGLTTIAPAASTPPGGITVDNRVQTDPQKPRGDVFIPR 
QPSNDLFEIFEIERGVSADDEAKDDPGVLVHSCNFDHGLCGWIREKDNDLHWEPIRDPAG 
GQYLTVSAAKAPGGKAARLVLPLGRLMHSGDLCLSFRHKVTGLHSGTLQVFVRKHGAHGA 
ALWGRNGGHGWRQTQITLRGADIKSWFKGEKRRGHTGEIGLDDVSLKKGHCSEER 

NOVSOeT"*" 
CG51 117-03 
DNA Sequence 

SEQ ID NO: 113 ]2112bp j 

GGGAGGGGGCTCCGGGCGCCGCGCAGCAGACCTGCTCCGGCCGCGCGCCTCGCCGCTGTC 

CTCCGGGAGCGGCAGCAGTAGCCCGGGCGGCGAGGGCTGGGGGTTCCTCGAGACTCTCAG 

AGGGGCGCCTCCCATCGGCGCCCACCACCCCAACCTGTTCCTCGCGCGCCACTGCGCTGC 

GCCCCAGGACCCGCTGCCCAACATGGATTTTCTCCTGGCGCTGGTGCTGGTATCCTCGCT 
CTACCTGCAGGCGGCCGCCGAGTTCGACGGGAGGTGGCCCAGGCAAATAGTGTCATCGAT 
TGGCCTATGTCGTTATGGTGGGAGGATTGACTGCTGCTGGGGCTGGGCTCGCCAGTCTTG 
GGGACAGTGTCAGCCTTTCTACGTCTTAAGGCAGAGAATAGCCAGGATAAGGTGCCAGCT 
CAAAGCTGTGTGCCAACCACGATGCAAACATGGTGAATGTATCGGGCCAAACAAGTGCAA 
GTGTCATCCTGGTTATGCTGGAAAAACCTGTATTCAAGTTTTAAATGAGTGTGGCCTGAA 
GCCCCGGCCCTGTAAGCACAGGTGCATGAACACTTACGGCAGCTACAAGTGCTACTGTCT 
CAACGGATATATGCTCATGCCGGATGGTTCCTGCTCAAGTGCCCTGACCTGCTCCATGGC 
AAACTGTCAGTATGGCTGTGATGTTGTTAAAGGACAAATACGGTGCCAGTGCCCATCCCC 
TGGCCTGCAGCTGGCTCCTGATGGGAGGACCTGTGTAGATGTTGATGAATGTGCTACAGG 
AAGAGCCTCCTGCCCTAGATTTAGGCAATGTGTCAACACTTTTGGGAGCTACATCTGCAA 
GTGTCATAAAGGCTTCGATCTCATGTATATTGGAGGCAAATATCAATGTCATGACATAGA 
CGAATGCTCACTTGGTCAGTATCAGTGCAGCAGCTTTGCTCGATGTTATAACGTACGTGG 
GTCCTACAAGTGCAAATGTAAAGAAGGATACCAGGGTGATGGACTGACTTGTGTGTATAT 
CCCAAAAGTTATGATTGAACCTTCAGGTCCAATTCATGTACCAAAGGGAAATGGTACCAT 
TTTAAAGGGTGACACAGGAAATAATAATTGGATTCCTGATGTTGGAAGTACTTGGTGGCC 
TCCGAAGACACCATATATTCCTCCTATCATTACCAACAGGCCTACTTCTAAGCCAACAAC 
AAGACCTACACCAAAGCCAACACCAATTCCTACTCCACCACCACCACCACCCCTGCCAAC 
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p ■■ -■ — -- 

j 

AGAGCTCAGAACACCTCTACCACCTACAACCCCAGAAAGGCCAACCACCGGACTGACAAC 
TATAGCACCAGCTGCCAGTACACCTCCAGGAGGGATTACAGTTGACAACAGGGTACAGAC 
apfiprrTrafiaa Rr , r^r , nr*a(^:r2a(^ia r rnTr3TTP2\TTPr , APGGCAACCTTCAAATGACTTGTT 
TGAAATATTTGAAATAGAAAGAGGAGTCAGTGCAGACGATGAAGCAAAGGATGATCCAGG 
TGTTCTGGTACACAGTTGTAATTTTGACCATGGACTTTGTGGATGGATCAGGGAGAAAGA 
CAATGACTTGCACTGGGAACCAATCAGGGACCCAGCAGGTGGACAATATCTGACAGTGTC 
GGCAGCCAAAGCCCCAGGGGGAAAAGCTGCACGCTTGGTGCTACCTCTCGGCCGCCTTAT 
GCATTCAGGGGACCTGTGCCTGTCATTCAGGCACAAGGTGACGGGGCTGCACTCTGGCAC 
ACTCCAGGTGTTTGTGAGAAAACACGGTGCCCACGGAGCAGCCCTGTGGGGAAGAAATGG 
TGGCCATGGCTGGAGGCAAACACAGATCACCTTGCGAGGGGCTGACATCAAGAGCGTCGT 
CTTCAAAGGTGAAAAAAGGCGTGGTCACACTGGGGAGATTGGATTAGATGATGTGAGCTT 
GAAAAAAGGCCACTGCTCTGAAGAACGCTAACAACTCCAGAACTAACAATGAACTCCTAT 

GTTGCTCTATCCTCTTTTTCCAATTCTCATCTTCTCTCCTCTTCTCCCTTTTATCAGGCC 

TAGGAGAAGAGTGGGTCAGTGGGTCAGAAGGAAGTCTATTTGGTGACCCAGGTTCTTCTG 

i 

GCCTGCTTTTGT 


ORF Start: ATG at 203 | ^ jORF Stop: TAA at J949 


SEQIDNO:114 j582 aa |MW at63991.9kD _ 

CG51 117-03 
Protein Sequence 

MDFLLALVLVSS LYLQAAAE FDGRW PRQ I VS S I GLCR YGGRI DCCWGWARQS WGQCQPF Y 
VLRQRIARIRCQLKAVCQPRCKHGECIGPNKCKCHPGYAGKTCIQVLNECGLKPRPCKHR 
CMNTYGSYKCYCLNGYMLMPDGSCSSALTCSMANCQYGCDWKGQIRCQCPSPGLQLAPD 
GRTCVDVDECATGRASCPRFRQCVNTFGSYICKCHKGFDLMYIGGKYQCHDIDECSLGQY 
QCSSFARCYNVRGSYKCKCKEGYQGDGLTCVYIPKVMIEPSGPIHVPKGNGTILKGDTGN 
NNWIPDVGSTWWPPKTPYIPPIITNRPTSKPTTRPTPKPTPIPTPPPPPPLPTELRTPLP 
PTTPERPTTGLTTIAPAASTPPGGITVDNRVQTDPQKPRGDVFIPRQPSNDLFEIFEIER 
GVSADDEAKDDPGVLVHSCNFDHGLCGWIREKDNDLHWEPIRDPAGGQYLTVSAAKAPGG 
KAARLVLPLGRLMHSGDLCLSFRHKVTGLHSGTLQVFVRKHGAHGAALWGRNGGHGWRQT 
QITLRGADIKSWFKGEKRRGHTGEIGLDDVSLKKGHCSEER 

jSEQIDNO:115 |691 bp \ 

NOV30f, 
CG51 117-02 
DNA Sequence ! 

.i 
i 

GGGAGGGGGCTCCGGGCGCCGCGCAGCAGACCTGCTCCGGCCGCGCGCCTCGCCGCTGTC 

CTCCGGGAGCGGCAGCAGTAGCCCGGGCGGCGAGGGCTGGGGGTTCCTCGAGACTCTCAG 

AGGGGCGCCTCCCATCGGCGCCCACCACCCCAACCTGTTCCTCGCGCGCCACTGCGCTGC 

GCCCCAGGACCCGCTGCCCAACATGGATTTTCTCCTGGGGCTGGTGCTGGTATCCTCGCT 
CTACCTGCAGGCGGCCGCCGAGTACGACGGGAGGTGGCCCAGGCAAATAGTGTCATCGAT 
TGGCCTATGTCGTTATGGTGGGAGGATTGACTGCTGCTGGGGCTGGGCTCGCCAGTCTTG 
GGGACAGTGTCAGCCTTTCTACGTCTTAAGGCAGAGAATAGCCAGGATAAGGTGCCAGCT 
CAAAGCTGTGTGCCAACCACGATGCAAACATGGTGAATGTATCGGGCCAAACAAGTGCAA 
GTGTCATCCTGGTTATGCTGGAAAAACCTGTAATCAAGCCGTAGGTTTTGAAAGATGTAT 
GGTTCCAGCCGGGCGCCGTGGCTCTACCCTGTAATCCCAGCACTTTGGAAGGCCGAGGCG 

GGCGGATCACGAGGTCAGGATATCGAGACCATCCTGGCTAACACGGTGAAACCCCATCTC 

TACTAAAAATACAAAAAAAAAAAAAAAAAAA 


ORF Stall: ATG at 203 | jORF Stop: TAA at 572 
SEQ IDNO:Tl6 " }l23 aa |MW at 13844. lkD 

NOV30f, 
CG51 1 17-02 
Protein 
Sequence 

MDFLLALVLVSSLYLQAAAEYDGRWPRQIVSSIGLCRYGGRIDCCWGWARQSWGQCQPFY 
VLRQRIARIRCQLKAVCQPRCKHGECIGPNKCKCHPGYAGKTCNQAVGFERCMVPAGRRG 
STL 

NOViOgT 
CG51 117-04 
DNA Sequence 

SEQIDNO:117 |261 bp | 

GAGTACGACGGGAGGTGGCC CAGGC AAATAGTGTCATCGATTGGCCTATGTCGTTATGGT 
GGGAGGATTGACTGCTGCTGGGGCTGGGCTCGCCAGTCTTGGGGACAGTGTCAGCCTGTG 
TGCCAACCACGATGCAAACATGGTGAATGTATCGGGCCAAACAAGTGCAAGTGTCATCCT 
GGTTATGCTGGAAAAACCTGTAATCAAGCCGTAGGTTTTGAAAGATGTATGGTTCCAGCC 
GGGCGCCGTGGCTCTACCCTG 


ORF Stait: at 1 ]ORF Stop: end of sequence 


SEQIDN0:1I8 87 aa ]MW at 9707. lkD 

NOV30g, 

EYDGRWPRQIVSSIGLCRYGGRIDCCWGWARQSWGQCQPVCQPRCKHGECIGPN 
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CG51 117-04 
Protein Sequence 


NOV30h, 
CG51 117-08 
DNA Sequence 


KCKC 

HPGYAGKTCNQAVGFERCMVPAGRRGSTL 
SEQ ID NO: 7 19" ' [l 804 bp ~ 


I. 


CACCGGATCCATGGATTTTCTCCTGGCGCTGGTGCTGGTATCCTCGCTCTACCTGCAGGC 


ggccgccgagttcgacgggaggtggcccaggcaaatagtgtcatcgattggcctatgtcg 
ttatggtgggaggattgactgctgctggggctgggctcgccagtcttggggacagtgtca 
gcctgtgtgccaaccacgatgcaaacatggtgaatgtatcgggccaaacaagtgcaagtg 
tcatcctggttatgctggaaaaacctgtaatcaagacgagcacatcccagctcctcttga 
ccaaggcagtgaacagcctcttttccaacccctggatcaccaagccacaagtttgccttc 
aagggatctaaatgagtgtggcctgaagccccggccctgtaagcacaggtgcatgaacac 
ttacggcagctacaagtgctactgtctcaacggatatatgctcatgccggatggttcctg 
ctcaagtgccctgacctgctccatggcaaactgtcagtatggctgtgatgttgttaaagg 
acaaatacggtgccagtgcccatcccctggcctgcacctggctcctgatgggaggacctg 
tgtagatgttgatgaatgtgctacaggaagagcctcctgccctagatttaggcaatgtgt 
caacacttttgggagctacatctgcaagtgtcataaaggcttcgatctcatgtatattgg 
aggcaaatatcaatgtcatgacatagacgaatgctcacttggtcagtatcagtgcagcag 
ctttgctcgatgttataacgtacgtgggtcctacaagtgcaaatgtaaagaaggatacca 
gggtgatggactgacttgtgtgtatatcccaaaagttatgattgaaccttcaggtccaat 
tcatgtaccaaagggaaatggtaccattttaaagggtgacacaggaaataataattggat 
tcctgatgttggaagtacttggtggcctccgaagacaccatatattcctcctatcattac 
c aacagg c ct a c tt ct aag c c aac aacaag ac ct ac acc aaagc c aac acc aattc ct ac 
tccaccaccaccaccacccctgccaacagagctcagaacacctctaccacctacaacccc 
agaaaggccaaccaccggactgacaactatagcaccagctgccagtacacctccaggagg 
gattacagttgacaacagggtacagacagaccctcagaaacccagaggagatgtgttcat 

TCCACGGCAACCTTCAAATGACTTGTTTGAAATATTTGAAATAGAAAGAGGAGTCAGTGC 
AGACGATGAAGCAAAGGATGATCCAGGTGTTCTGGTACACAGTTGTAATTTTGACCATGG 
ACTTTGTGG ATGG AT C AG GG AG AAAG AC AATG A CTTG C ACTGGG AAC C AATC AGGGA CCC 
AGCAGGTGGACAATATCTGACAGTGTCGGCAGCCAAAGCCCCAGGGGGAAAAGCTGCACG 
CTTGGTGCTACCTCTCGGCCGCCTCATGCATTCAGGGGACCTGTGCCTGTCATTCAGGCA 
CAAGGTGACGGGGCTGCACTCTGGCACACTCCAGGTGTTTGTGAGAAAACACGGTGCCCA 
'CGGAGCAGCCCTGTGGGGAAGAAATGGTGGCCATGGCTGGAGGCAAACACAGATCACCTT 
GCGAGGGGCTGACATCAAGAGCGTCGTCTTCAAAGGTGAAAAAAGGCGTGGTCACACTGG 
GGAGATTGGATTAGATGATGTGAGCTTGAAAAAAGGCCACTGCTCTGAAGAACGCGTCGA 
CGGC _ _ _ ^ ^_ 

"~~ ~" ~ ~ * jORF Stop: aM 796 


NOV30h, 
CG51 117-08 
Protein Sequence 


ORF Start: ATG at 1 1 


SEQ ID NO: 120 


1595 


aa 


jMW at 65207.8kD 


MDFLLALVLVSSLYLQAAAEFDGRWPRQIVSSIGLCRYGGRIDCCWGWARQSWGQCQPVC 
QPRCKHGECIGPNKCKCHPGYAGKTCNQDEHIPAPLDQGSEQPLFQPLDHQATSLPSRDL 
NECGLKPRPCKHRCMNTYGSYKCYCLNGYMLMPDGSCSSALTCSMANCQYGCDWKGQIR 
CQCPSPGLHLAPDGRTCVDVDECATGRASCPRFRQCVNTFGSYICKCHKGFDLMYIGGKY 
QCHDIDECSLGQYQCSSFARCYNVRGSYKCKCKEGYQGDGLTCVYIPKVMIEPSGPIHVP 
KGNGTILKGDTGNNNWI PDVGSTWWPPKTPYI PPI ITNRPTSKPTTRPTPKPTPI PTPPP 
PPPLPTELRTPLPPTTPERPTTGLTTIAPAASTPPGGITVDNRVQTDPQKPRGDVFIPRQ 
PSNDLFE I FEI ERGVSADDEAKDDPGVLVHSCNFDHGLCGWIRE KDNDLHWE P IRDPAGG 
QYLTVSAAKAPGGKAARLVLPLGRLMHSGDLCLSFRHKVTGLHSGTLQVFVRKHGAHGAA 
LWGRNGGHGWRQTQITLRGADIKSWFKGEKRRGHTGEIGLDDVSLKKGHCSEER 


NOV30i, 
CG5 1117-09 
DNA Sequence 


SEQ ID NO: 121 


j 1858 bp 


CACCGGATCCATGGATTTTCTCCTGGCGCTGGTGCTGGTATCCTCGCTCTACCTGCAGGC 


GGCCGCCGAGTTCGACGGGAGTAGGTGGCCCAGGCAAATAGTGTCATCGATTGGCCTATG 
TCGTTATGGTGGGAGGATTGACTGCTGCTGGGGCTGGGCTCGCCAGTCTTGGGGACAGTG 
TCAGCCTTTCTACGTCTTAAGGCAGAGAATAGCCAGGATAAGGTGCCAGCTCAAAGCTGT 
GTGCCAACCACGATGCAAACATGGTGAATGTATCGGGCCAAACAAGTGCAAGTGTCATCC 
TGGTTATGCTGGAAAAACCTGTAATCAAGACGAGCACATCCCAGCTCCTCTTGACCAAGG 
CAGTGAACAGCCTCTTTTCCAACCCCTGGATCACCAAGCCACAAGTTTGCCTTCAAGGGA 
TCTAAATGAGTGTGGCCTGAAGCCCCGGCCCTGTAAGCACAGGTGCATGAACACTTACGG 
CAGCTACAAGTGCTACTGTCTCAACGGATATATGCTCATGCCGGATGGTTCCTGCTCAAG 
TGCCCTGACCTGCTCCATGGCAAACTGTCAGTATGGCTGTGATGTTGTTAAAGGACAAAT 
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NOV30S, 
CG5I1I7- 
Protein 
Sequence 


ACGGTGCCAGTGCCCATCCCCTGGCCTGCAGCTGGCTCCTGATGGGAGGACCTGTGTAGA 
TGTTGATGAATGTGCTACAGGAAGAGCCTCCTGCCCTAGATTTAGGCAATGTGTCAACAC 
T TTTGGG AGCTAC ATCTG CAAGTGT C AT AAAG G CTTCG ATCTC ATG T AT ATTG G AGG C AA 
ATATCAATGTCATGACATAGACGAATGCTCACTTGGTCAGTATCAGTGCAGCAGCTTTGC 
TCGATGTTATAACGTACGTGGGTCCTACAAGTGCAAATGTAAAGAAGGATACCAGGGTGA 
TGGACTGACTTGTGTGTATATCCCAAAAGTTATGATTGAACCTTCAGGTCCAATTCATGT 
ACCAAAGGGAAATGGTACCATTTTAAAGGGTGACACAGGAAATAATAATTGGATTCCTGA 
TGTTGGAAGTACTTGGTGGCCTCCGAAGACACCATATATTCCTCCTATCATTACCAACAG 
GCCTACTTCTAAGCCAACAACAAGACCTACACCAAAGCCAACACCAATTCCTACTCCACC 
ACCACCACCACCCCTGCCAACAGAGCTCAGAACACCTCTACCACCTACAACCCCAGAAAG 
G CCAAC C AC CGG ACTG AC AACT ATAG C AC C AG CTG CC AGT AC AC CTCC AGG AG G G ATTAC 
AGTTGACAACAGGGTACAGACAGACCCTCAGAAACCCAGAGGAGATGTGTTCATTCCACG 
GCAACCTTCAAATGACTTGTTTGAAATATTTGAAATAGAAAGAGGAGTCAGTGCAGACGA 
TGAAGCAAAGGATGATCCAGGTGTTCTGGTACACAGTTGTAATTTTGACCATGGACTTTG 
TGGATGGATCAGGGAGAAAGACAATGACTTGCACTGGGAACCAATCAGGGACCCAGCAGG 
TGGACAATATCTGACAGTGTCGGCAGCCAAAGCCCCAGGGGGAAAAGCTGCACGCTTGGT 
GCTACCTCTCGGCCGCCTCATGCATTCAGGGGACCTGTGCCTGTCATTCAGGCACAAGGT 
GACGGGGCTGCACTCTGGCACACTCCAGGTGTTTGTGAGAAAACACGGTGCCCACGGAGC 
AGCCCTGTGGGGAAGAAATGGTGGCCATGGCTGGAGGCAAACACAGATCACCTTGCGAGG 
GG CTG AC ATC AAG AG CGTCG TCTT C AAAGGT G AAAAAAGG CGTGGT C A C ACTG GGGAG AT 
TGGATTAGATGATGTGAGCTTGAAAAAAGGCCACTGCTCTGAAGAACGCGTCGACGGC 


ORF Start: ATG at 1 1 


jSEQIDNO: 122 


(613 aa 


jORFStop:at 1S50 
"JM W at 67402.4kD 


09 


jMDFLLALVLVSSLYLQAAAEFDGSRWPRQIVSSIGLCRYGGRIDCCWGWARQSWGQCQPF 
YVLRQRIARIRCQLKAVCQPRCKHGECXGPNKCKCHPGYAGKTCNQDEHIPAPLDQGSEQ 
JPLFQPLDHQATSLPSRDLNECGLKPRPCKHRCMNTYGSYKCYCLNGYMLMPDGSCSSALT 
CSMANCQYGCDWKGQIRCQCPSPGLQLAPDGRTCVDVDECATGRASCPRFRQCVNTFGS 
YICKCHKGFDLMYIGGKYQCHDIDECSLGQYQCSSFARCYNVRGSYKCKCKEGYQGDGLT 
CVYIPKVMIEPSGPIHVPKGNGTILKGDTGNNNWIPDVGSTWWPPKTPYIPPIITNRPTS 
KPTTRPTPKPTPIPTPPPPPPLPTELRTPLPPTTPERPTTGLTTIAPAASTPPGGITVDN 
RVQTDPQKPRGDVFI PRQPSNDLFEI FE I ERGVSADDEAKDDPGVLVHSCNFDHGLCGWI 
REKDNDLHWEPIRDPAGGQYLTVSAAKAPGGKAARLVLPLGRLMHSGDLCLSFRHKVTGL 
HSGTLQVFVRKHGAHGAALWGRNGGHGWRQTQITLRGADIKSWFKGEKRRGHTGEIGLD 
DVSLKKGHCSEER 


Sequence comparison of the above protein sequences yields the following sequence 
relationships shown in Table 30B. 


Table 30B. Comparison of NOV30a against NOV30b through NOV30L 

Protein Sequence 

NOV30a Residues/ 
Match Residues 

Identities/ 

Similarities for the Matched Region 

NOV30b 

32.. 240 
65..273 

207/209 (99%) 
207/209 (99%) 

NOV30c 

1..240 
98..340 

210/244 (S6%) 
217/244 (88%) 

NOV30d 

1..240 
81.323 

210/244 (86%) 
217/244 (88%) 

NOV30e 

32..240 
101.309 

207/209 (99%) 
207/209 (99%) 
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NOV30f 

184.. 196 

S/13 (61%) 


88..100 

S/13(61%) 

. NOV30g 

167..196 

14/32 (43%) 

j 

33..64 

15/32 (46%) 


1..240 

210/244 (86%) 

j NOV30h 

80..322 

216/244 (88%) 

j NOV30i 

1..240 

211/244 (86%) 


98..340 

217/244 (88%) 


Further analysis of the NOV30a protein yielded the following properties shown in 
Table 30C. 


i Table 30C. Protein Sequence Properties NOV30a 

■ ■ ~ 

| PSort analysis: 

0.5500 probability located in endoplasmic reticulum (membrane); 0.1900 
probability located in lysosome (lumen); 0.1000 probability located in 
endoplasmic reticulum (lumen); 0.1000 probability located in outside 

SignalP analysis: 

No Known Signal Sequence Predicted 


A search of the NOV30a protein against the Geneseq database, a proprietary 


database that contains sequences published in patents and patent publication, yielded several 
5 homologous proteins shown in Table 30D. 


| Table 30D. Geneseq Results for NOV30a 

i 
f 

Geneseq 
Identifier 

Protein/Organism/Length 
[Patents, Date] 

NOV30a 
Residues/ 
Match 
Residues 

Identities/ 
Similarities for 
the Matched 
Region 

> 

Expect 
Value 

. AAB70549 

Clone 16467945.0.85-S261.D 
protein sequence SEQ ID 
NO: 82 - Homo sapiens, 546 
aa. [WO200110902-A2,15- 
FEB-2001] 

32..450 
65..4S3 

417/419(99%) 
417/419(99%) 

0.0 

AAB70547 

Human PRO 17 protein 
sequence SEQ ID NO:34 - 
Homo sapiens, 582 aa. 
[WO200110902-A2, 15- 
FEB-2001] 

32..450 
101..519 

417/419(99%) 
417/419(99%) 

0.0 

AAB80265 

Human PR0334 protein - 
Homo sapiens, 509 aa. 
[WO200104311-A1, 18- 
JAN-2001] 

36..450 
8S..473 

383/415(92%) 
383/415(92%) 

0.0 
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AAU29049 

Human PRO polypeptide 
sequence #26 - Homo 
sapiens, 509 aa. 
[WO200168S48-A2, 20-SEP- 
2001] 

36..450 
8S..473 

383/415 (92%) 
383/415(92%) 

0.0 

AAY13397 

Amino acid sequence of 
protein PR0334 - Homo 
sapiens* 509 aa. 
[W09914328-A2, 25-MAR- 
1999] 

36..450 
S8..473 

3S3/415(92%) 
383/415 (92%) 

0.0 


In a BLAST search of public sequence datbases, the NOV30a protein was found to 


have homology to the proteins shown in the BLASTP data in Table 30E. 


1 — 

Table 30E. Public BLASTP Results for NOV30a 

Protein 

Accession 

Number 

• 
1 

j Protein/Organism/Length 

i 

NOV30a 
Residues/ 
Match 
Residues 

Identities/ 
Similarities for 
the Matched 
Portion 

Expect 
Value 

CAC33425 

j Sequence 33 from Patent 
j WO01 10902 - Homo sapiens 
i (Human), 582 aa. 

32..450 
101..519 

417/419(99%) 
417/419(99%) 

0.0 

Q91V88 

1 POEM (NEPHRONECTIN 

| short isoform) - Mus 

j musculus (Mouse), 561 aa. 

36..450 
88..502 

363/416(87%) 
3S6/4!6(92%) 

0.0 

Q91ZD3 

| Nephronectin long isoform - 
| Mus mitscuhis (Mouse), 578 
j aa. 

36..450 
105..519 

363/416(87%) 
386/416(92%) 

0.0 

Q91XL5 

j Nephronectin - Mus musculus 
| (Mouse), 592 aa. 

38..450 
121..533 

362/414(87%) 
385/414 (92%) 

0.0 

Q923T5 

j Nephronectin - Mus musculus 
j (Mouse), 609 aa. 

3S..450 
138..550 

362/414(87%) 
385/414(92%) 

0.0 


PFam analysis predicts that the NOV30a protein contains the domains shown in 
5 Table 30F. 


Table 30F. Domain Analysis of NOV30a 




Pfam Domain 

NOV30a Match Region 

Identities/ 
Similarities 
for the Matched 
Region 

Expect Value 

EGF 

41..75 

15/47 (32%) 
27/47 (57%) 

0.84 
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EGF j SK I 15 

10/47 (21%) 
24/47 (51%) 

0.034 

EGF | 166..201 
< 

12/47 (26%) 
29/47 (62%) 

4.9e-06 i 
i 
l 


Fig. 1 shows that NOV30b (G51 1 17-05) is expressed as about 66 kDa protein 
secreted by 293 cells. 

Example 31. 

5 The NOV3 1 clone was analyzed, and the nucleotide and encoded polypeptide 

sequences are shown in Table 31 A. 


j^"bie31A.NOV 

r~ 

31 Sequence Analysis 

SEqTd NO: 1 23 "^TiS^bp ~" ~~ f 

NOV31a, 
CG5 1264-01 
DNA Sequence 

CGCCGGTGGCTCGGCGGCGGCGGCGGCGGCGGCGGCGGCGGCGGCGGCGGCGTCGTCTAC 

CTCCAGCTCCTCCTCCCTCCTCCTCCGTCTCCTCCTCTCTCTCTCCATCTGCTGTGGTTA 

TGGCCTGTCGCTGGAGCACAAAAGAGTCTCCGCGGTGGAGGTCTGCGTTGCTCTTGCTTT 
TCCTCGCTGGGGTGTACGCTTGTGGAGAGACTCCAGAGCAAATACGAGCACCAAGTGGCA 
TAATCACAAGCCCAGGCTGGCCTTCTGAATATCCTGCAAAAATCAACTGTAGCTGGTTCA 
TAAGGGCAAACCCAGGCGAAATCATTACTATAAGTTTTCAGGATTTTGATATTCAAGGAT 
CCAGAAGGTGCAATTTGGACTGGTTGACAATAGAAACATACAAGAATATTGAAAGTTACA 
GAGCTTGTGGTTCCACAATTCCACCTCCGTATATCTCTTCACAAGACCACATCTGGATTA 
G GTTTC ATT CGG ATG AC AAC ATCT CT AG AAAGGGTTTC AG ACTGG C AT ATTTTT C AGGG A 
AATCTGAGGAACCAAATTGTGCTTGTGATCAGTTTCGTTGTGGTAATGGAAAGTGTATAC 
CAGAAGCCTGGAAATGCAATAACATGGATGAATGTGGAGATAGTTCCGATGAAGAGATCT 
GTGCCAAAGAAGCAAATCCTCCAACTGCTGCTGCTTTTCAACCCTGTGCTTACAACCAGT 
TCCAGTGTTTATCCCGTTTTACCAAAGTTTACACTTGCCTCCCCGAATCTTTAAAATGTG 
ATGGGAACATTGACTGCCTTGACCTAGGAGATGAGATAGACTGTGATGTGCCAACATGTG 
GGCAATGGCTAAAATATTTTTATGGTACTTTTAATTCTCCCAATTATCCAGACTTTTATC 
CTCCTGGAAGCAATTGCACCTGGTTAATAGACACTGGTGATCACCGTAAAGTCATTTTAC 
GCTTCACTGACTTTAAACTTGATGGTACTGGTTATGGTGATTATGTCAAAATATATGATG 
GATTAGAGGAGAATCCACACAAGCTTTTGCGTGTGTTGACAGCTTTTGATTCTCATGCAC 
CTCTTACAGTTGTTTCTTCTTCTGGACAGATAAGGGTACATTTTTGTGCTGATAAAGTGA 
ATGCTGCAAGGGGATTTAATGCTACTTACCAAGTAGATGGGTTCTGTTTGCCATGGGAAA 
TACCCTGTGGAGGTAACTGGGGGTGTTATACTGAGCAGCAGCGTTGTGATGGGTATTGGC 
ATTGCCCAAATGGAAGGGATGAAACCAATTGTACCATGTGCCAGAAGGAAGAATTTCCAT 
GTTCCCGAAATGGTGTCTGTTATCCTCGTTCTGATCGCTGCAACTACCAGAATCATTGCC 
CAAATGGCTCAGATGAAAAAAACTGCTTTTTTTGCCAACCAGGAAATTTCCATTGTAAAA 
ACAATCGTTGTGTGTTTGAAAGTTGGGTGTGTGATTCTCAAGATGACTGTGGTGATGGCA 
GCGATGAAGAAAATTGCCCAGTAATCGTGCCTACAAGAGTCATCACTGCTGCCGTCATAG 
GGAGCCTCATCTGTGGCCTGTTACTCGTCATAGCATTGGGATGTACTTGTAAGCTTTATT 
CTCTGAGAATGTTTGAAAGAAGATCATTTGAAACACAGTTGTCAAGAGTGGAAGCAGAAT 
TGTTAAGAAGAGAAGCTCCTCCCTCGTATGGACAATTGATTGCTCAGGGTTTAATTCCAC 
CAGTTGAAGATTTTCCTGTTTGTTCACCTAATCAGGCTTCTGTTTTGGAAAATCTGAGGC 
TAGCGGTACGATCTCAGCTTGGATTTACTTCAGTCAGGCTTCCTATGGCAGGCAGATCAA 
GCAACATTTGGAACCGTATTTTTAATTTTGCAAGATCACGTCATTCTGGGTCATTGGCTT 
TGGTCTCAGCAGATGGAGATGAGGTTGTCCCTAGTCAGAGTACCAGTAGAGAACCTGAGA 
GAAATCATACTCACAGAAGTTTGTTTTCCGTGGAGTCTGATGATACAGACACAGAAAATG 
AGAGAAGAGATATGGCAGGAGCATCTGGTGGGGTTGCAGCTCCTTTGCCTCAAAAAGTCC 
CTCCCACAACGGCAGTAGAAGCGACAGTAGGAGCATGTGCAAGTTCCTCAACTCAGAGTA 
CCCGAGGTGGTCATGCAGATAATGGAAGGGATGTGACAAGTGTGGAACCCCCAAGTGTGA 
GTCCAGCACGTCACCAGCTTACAAGTGCACTCAGTCGTATGACTCAGGGGCTACGCTGGG 
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T A rrTTTTHPATT a r*r* s. rr l\TCA AGTTPPPT A AGTCAGAAPCAGAGTCCTTTGAG AC AAP 

TTfiaTiaTRnnfiTB aPTrra ZiHAP A AGATGATGATGATGTTGAAATGPTAA.TTPPAATTT 
1 I v«\x .RM I V3V3V3V3 J. J\J\\j X oVjrtAv3rtvj>trt.v3/-i x vxri 1 \Jrt x VJrt J. \J j. a urtrtrtivjv, x n-r\x a u^rtrti a a 

CTT'Ti TrrLTrTTP t\ r* a rTTTraTPTr A QTPJ\ PTHPTPP AG APrTrTTPTTfi ATPTTGPPT 
v» 1 uAl ubAl LI 1 LAuAL 111 vjr\ a vj 1 oin-rt ± uhL X ut i v-v»r\vjnv-v- x v- x x v, x j. van xv-a j. o v_ a 

v-rlvxri 1 v»rLrtvJVjAv-.AAvsvjvjv, 1 1 AunLfWtLttlfll>WlwUnnV.rtrtftl v, v. X \3\jJ-\\J X -i-L/-iv3Vj'_ V_.rLrt 

QjxAAi LvaAvsAlvaGCCCCTGIv^Avav-vsUl bibolAl Xvj ± LUHLrtv. X Vjv«v^v*.rVv7.rvl nv^v-nVj.Hv_rt 

CTTGCTTAGAAGTAACACTGAAAAACGAAACGAGTGATGATGAGGCTTTGTTACTTTGTT 
AGGTACGAATCACATAAGGGAGATTGTATACAAGTTGGAGCAATATCCATTTATTATTTT 

GTAACTTTACAGTTAAACTAGTTTTAGTTTAAAAAGAAAAAATGCAGGGTGATTTCTTAT 

TATTATATGTTAGCCTGCATGGTTAAATTCGACAACTTGTAACTCTATGAACTTAGAGTT 

T A CT ATT TT AG C AG CT AAAAATG CATC AC AT ATTG C AT ATTGTT C AAT AATG GT CCTT T C 

ATTTGTTTCTGATTGTTTTCATCCTGATACTGTAGTTCACTGTAGAAATGTGGCTGCTGA 

AACTCATTTGATTGTCATTTTTATCTATCCTATGTTAAATGGTTTGTTTTTACAAAATAA 

TACCTTATTTTAATTGAAACGTTTATGCTTTTGCCAAGCACATCTTGTAACTTAATATAG 

CTAGATGTTAAGGTTGTTAATGTACCAAAAAAAAAAAACCTTATACTCACCTGCGTTTTC 

ATTTGTTTGACATTTGTCTATTATTGGATATCATTATCATATGAACTTGTCAGTGGGAAA 

CAAACTGTCTAAAAATTTATCTCTTACGTTTAACATACAATCATGTGAGATTTAGGCAGA 

G TTCG AT AAATT A CTGG C AAAAA C AAAACT C ATTT AT AAAG ATTT T CT AATGTTG AC TTT 

AAT ACTCT AAC ATGGT AC AAAC C AN ATG GTAAAAT C 


ORF Start: ATG at 1 20 j ~|6rF Stop: TAG at 2640 [ ~] 

NOVlYar 
CG5 1264-01 
Protein Sequence 

SEQ ID NO: 124 i840 aa : jMWat 93121.8kD 

MACRWSTKESPRWRSALLLLFLAGVYACGETPEQIRAPSGIITSPGWPSEYPAKINCSWF 
IRANPGBIITISFQDFDIQGSRRCNLDWLTIETYKNIESYRACGSTIPPPYISSQDHIWI 
RFHSDDNISRKGPRLAYPSGKSEEPNCACDQFRCGNGKCIPEAWKCNNMDECGDSSDEEI 
CAKEANPPTAAAFQPCAYNQFQCLSRFTKVYTCLPESLKCDGNIDCLDLGDEIDCDVPTC 
GQWLKYFYGTFNSPNYPDFYPPGSNCTWLiIDTGDHRKVILRFTDFKLDGTGYGDYVKIYD 
GLEENPHKLLRVLTAFDSHAPLTWSSSGQIRVHFCADKVWAARGFNATYQVDGFCLPWE 
IPCGGNWGCYTEQQRCDGYWHCPNGRDETNCTMCQKEEFPCSRNGVCYPRSDRCNYQNHC 
PNGSDEKNCFFCQPGNFHCKNNRCVFESWVCDSQDDCGDGSDEENCPVIVPTRVITAAVI 
GSLICGLLLVIALGCTCKLYSLRMFERRSFETQLSRVEAELLRREAPPSYGQLIAQGLIP 
PVEDFPVCSPNQASVLENLRLAVRSQLGFTSVRLPMAGRSSNIWNRIFNFARSRHSGSLA 
LVSADGDEWPSQSTSREPERNHTHRSLFSVESDDTDTENERRDMAGASGGVAAPLPQKV 
PPTTAVEATVGACASSSTQSTRGGHADNGRDVTSVEPPSVSPARHQLTSALSRMTQGLRW 
VRFTLGRSSSLSQNQSPLRQLDNGVSGREDDDDVEMLIPISDGSSDFDVNDCSRPLLDLA 
SDQGQGLRQPYNATNPGVRPSNRDGPCERCGIVHTAQIPDTCLEVTLKNETSDDEALLLC 

SEQ ID NO: 125 [l 498 bp j 

NOV31b, 
CG5 1264-03 
DNA Sequence 

CGCCGGTGGCTCGGCGGCGGCGGCGGCGGCGGCGGCGGCGGCGGCGGCGGCGTCGTCTAC 

CTCCAGCTCCTCCTCCCTCCTCCTCCGTCTCCTCCTCTCTCTCTCCATCTGCTGTGGTTA 

TGGCCTGTCGCTGGAGCACAAAAGAGTCTCCGCGGTGGAGGTCTGCGTTGCTCTTGCTTT 
TCCTCGCTGGGGTGTACGGAAATGGTGCTCTTGCAGAACATTCTGAAAATGTG CAT ATTT 
CAGGAGTGTCAACTGCTTGTGGAGAGACTCCAGAGCAAATACGAGCACCAAGTGGCATAA 
TCACAAGCCCAGGCTGGCCTTCTGAATATCCTGCAAAAATCAACTGTAGCTGGTTCATAA 
GGGCAAACCCAGGCGAAATCATTACTATAAGTTTTCAGGATTTTGATATTCAAGGATCCA 
GAAGGTGCAATTTGGACTGGTTGACAATAGAAACATACAAGAATATTGAAAGTTACAGAG 
CTTGTGGTTCCACAATTCCACCTCCGTATATCTCTTCACAAGACCACATCTGGATTAGGT 
TTCATTCGGATGACAACATCTCTAGAAAGGGTTTCAGACTGGCATATTTTTCAGGGAAAT 
CTGAGGAACCAAATTGTGCTTGTGATCAGTTTCGTTGTGGTAATGGAAAGTGTATACCAG 
AAGCCTGGAAATGTAATAACATGGATGAATGTGGAGATAGTTCCGATGAAGAGATCTGTG 
CCAAAGAAGCAAATCCTCCAACTGCTGCTGCTTTTCAACCCTGTGCTTACAACCAGTTCC 
AGTGTTTATCCCGTTTTACCAAAGTTTACACTTGCCTCCCCGAATCTTTAAAATGTGATG 
GGAACATTGACTGCCTTGACCTAGGAGATGAGATAGACTGTGATGTGCCAACATGTGGGC 
AATGGCTAAAATATTTTTATGGTACTTTTAATTCTCCCAATTATCCAGACTTTTATCCTC 
CTGGAAGCAATTGCACCTGGTTAATAGACACTGGTGATCACCGTAAAGTCATTTTACGCT 
TCACTGACTTTAAACTTGATGGTACTGGTTATGGTGATTATGTCAAAATATATGATGGAT 
TAGAGGAGAATCCACACAAGCTTTTGCGTGTGTTGACAGCTTTTGATTCTCATGCACCTC 
TTACAGTTGTTTCTTCTTCTGGACAGATAAGGGTACATTTTTGTGCTGATAAAGTGAATG 
CTGCAAGGGGATTTAATGCTACTTACCAAGTAGATGGGTTCTGTTTGCCATGGGAAATAC 
CCTGTGGAGGTAACTGGGGGTGTTATACTGAGCAGCAGCGTCGTGATGGGTATTGGCATT 
GCCCAAATGGAAGGGATGAAACCAATTGTACCATGTGCCAGAAGGAAGAATTTCCATGTT 
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jCCCGAAATGGTGTCTGTTATCCTCGTTCTGATCGCTGCAACTACCAGAATCATTGCCCAA 
jATGGCAAACAGAACCCATCTACTTGGTAAGTAGCATTAAATCCCCTTGCAGCATTCAC 

joRJ Start: ATG at 120 1 ]ORJF Stop: TAA at 1467 

jSEQ ID NO: 126 ;449 aa |MW at 50654.0kD 

NOV31b, 
CG5 1264-03 
Protein Sequence 

MACRWSTKESPRWRSALLLLFLAGVYGNGALAEHSENVHISGVSTACGETPEQIRAPSGI 
ITSPGWPSEYPAKINCSWFIRANPGEIITISFQDFDIQGSRRCNLDWLTIETYKNIESYR 
ACGSTIPPPYISSQDHIWIRFHSDDNISRKGFRLAYFSGKSEEPNCACDQFRCGNGKCIP 
EAWKCNNMDECGDSSDEEICAKEANPPTAAAFQPCAYNQFQCLSRFTKVYTCLPESLKCD 
GNIDCLDLGDEIDCDVPTCGQWLKYFYGTFNSPNYPDFYPPGSNCTWLIDTGDHRKVILR 
FTDFKLDGTGYGOYVKIYDGLEENPHKLLRVLTAFDSHAPLTWSSSGQIRVHFCADKVN 
AARGFNATYQVDGFCLPWEIPCGGNVIGCYTEQQRRDGYWHCPNGRDETNCTMCQKEEFPC 
SRNGVCYPRSDRCNYQNHCPNGKQNPSTW 

jSEQIDNO:127 1 1441 bp | 

NOV31c, 
CG5 1264-04 
DNA Sequence 

CGCCGGTGGCTCGGCGGCGGCGGCGGCGGCGGCGGCGGCGGCGGCGGCGGCGTCGTCTAC 

CTCCAGCTTCTCCTCCCTCCTCCTCCGTCTCCTCCTCTCTCTCTCCATCTGCTGTGGTTA 

TGGCCTGTCGCTGGAGCACAAAAGAGTCTCCGCGGTGGAGGTCTGCGTTGCTCTTGCTTT 
TCCTCGCTGGGGTGTACGCTTGTGGAGAGACTCCAGAGCAAATACGAGCACCAAGTGGCA 
TAATCACAAGCCCAGGCTGGCCTTCTGAATATCCTGCAAAAATCAACTGTAGCTGGTTCA 
TAAGGGCAAACCCAGGCGAAATCATTACTATAAGTTTTCAGGATTTTGATATTCAAGGAT 
CCAGAAGGTGCAATTTGGACTGGTTGACAATAGAAACATACAAGAATATTGAAAGTTACA 
GAGCTTGTGGTTCCACAATTCCACCTCCGTATATCTCTTCACAAGACCACATCTGGATTA 
GGTTTCATTCGGATGACAACATCTCTAGAAAGGGTTTCAGACTGGCATATTTTTCAGGGA 
AATCTG AGG AAC C AAATTGTG CTTGT G ATC AGTTT CGTT GTGGT AATGGAAAGTGTATAC 
CAGAAGCCTGGAAATGTAATAACATGGATGAATGTGGAGATAGTTCCGATGAAGAGATCT 
GTGCCAAAGAAGCAAATCCTCCAACTGCTGCTGCTTTTCAACCCTGTGCTTACAACCAGT 
TCCAGTGTTTATCCCGTTTTACCAAAGTTTACACTTGCCTCCCCGAATCTTTAAAATGTG 
ATGGGAACATTGACTGCCTTGACCTAGGAGATGAGATAGACTGTGATGTGCCAACATGTG 
GGCAATGGCTAAAATATTTTTATGGTACTTTTAATTCTCCCAATTATCCAGACTTTTATC 
CTCCTGGAAGCAATTGCACCTGGTTAATAGACACTGGTGATCACCGTAAAGTCATTTTAC 
GCTTCACTGACTTTAAACTTGATGGTACTGGTTATGGTGATTATGTCAAAATATATGATG 
GATTAGAGGAGAATCCACACAAGCTTTTGCGTGTGTTGACAGCTTTTGATTCTCATGCAC 
CTCTTACAGTTGTTTCTTCTTCTGGACAGATAAGGGTACATTTTTGTGCTGATAAAGTGA 
ATGCTGCAAGGGGATTTAATGCTACTTACCAAGTAGATGGGTTCTGTTTGCCATGGGAAA 
TACCCTGTGGAGGTAACTGGGGGTGTTATACTGAGCAGCAGCGTCGTGATGGGTATTGGC 
ATTGCCCAAATGGAAGGGATGAAACCAATTGTACCATGTGCCAGAAGGAAGAATTTCCAT 
GTTCCCGAAATGGTGTCTGCTATCCTCGCTCTGATCGCTGCAACTACCAGAATCATTGCC 
CAAATGGCAAACAGAACCCATCTACTTGGTAAGTAGCATTAAATCCCCTTGCAGCATTCA 

C 


ORF Start: ATG at 120 J jORF Stop: TAA at 1410 

i (SEQ ID NO: 128 i|430 aa jMW at 48793.0RD 

NOV31c, 
CG5 1264-04 
Protein Sequence 

MACRWSTKESPRWRSALLLLFLAGVYACGETPEQIRAPSGIITSPGWPSEYPAKINCSWF 
IRANPGEIITISFQDFDIQGSRRCNLDWLTIETYKNIESYRACGSTIPPPYISSQDHIWI 
RFHSDDNISRKGFRLAYFSGKSEEPNCACDQFRCGNGKCIPEAWKCNNMDECGDSSDEEI 
CAKEANPPTAAAFQPCAYNQFQCLSRFTKVYTCLPESLKCDGNIDCLDLGDEIDCDVPTC 
GQWLKYFYGTFNSPNYPDFYPPGSNCTWLIDTGDHRKVILRFTDFKLDGTGYGDYVKIYD 
GLEENPHKLLRVLTAFDSHAPLTWSSSGQIRVHFCADKVNAARGFNATYQVDGFCLPWE 
IPCGGNWGCYTEQQRRDGYWHCPNGRDETNCTMCQKEEFPCSRNGVCYPRSDRCNYQNHC 
PNGKQNPSTW 


SEQIDNO:129 ]3021 bp j 

NOV31d, 
CG5 1 264-06 
DNA Sequence 

CTCCTCCTCCGTCTCCTCCTCTCTCTCTCATCTGCTGTGGTTATGGCCTGTCGCTGGAGC 

ACAAAAGAGTCTCCGCGGTGGAGGTCTGCGTTGCTCTTGCTTTTCCTCGCTGGGGTGTAC 
GCTTGTGGAGAGACTCCAGAGCAAATACGAGCACCAAGTGGCATAATCACAAGCCCAGGC 
TGGCCTTCTGAATATCCTGCAAAAATCAACTGTAGCTGGTTCATAAGGGCAAACCCAGGC 
GAAATCATTACTATAAGTTTTCAGGATTTTGATATTCAAGGATCCAGAAGGTGCAATTTG 
GACTGGTTGACAATAGAAACATACAAGAATATTGAAAGTTACAGAGCTTGTGGTTCCACA 
ATTCCACCTCCGTATATCTCTTCACAAGACCACATCTGGATTAGGTTTCATTCGGATGAC 
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1 

1 

i 
i 

laacatctctagaaagggtttcagactggcatatttrtcagggaaatctgaggaaccaaat 
Itgtgcttgtgatcagtttcgttgtggtaatggaaagtgtataccagaagcctggaaatgt 
[aataacatggatgaatgtggagatagttccgatgaag-agatctgtgccaaagaagcaaat 
cctccaactgctgctgcttttcaaccctgtgcttacaaccagttccagtgtttatcccgt 
tttaccaaagtttacacttgcctccccgaatctttaaaatgtgatgggaacattgactgc 
cttgacctaggagatgagatagactgtgatgtgccaacatgtgggcaatggctaaaatat 
ttttatggtacttttaattctcccaattatccagacttttatcctcctggaagcaattgc 
acctggttaatagacactggtgatcaccgtaaagtcattttacgcttcactgactttaaa 
cttgatggtactggttatggtgattatgtcaaaatatatgatggattagaggagaatcca 
cacaagcttttgcgtgtgttgacagcttttgattctcatgcacctcttacagttgtttct 
tcttctggacagataagggtacatttttgtgctgataaagtgaatgctgcaaggggattt 
aatgctacttaccaagtagatgggttctgtttgccatgggaaataccctgtggaggtaac 
tgggggtgttatactgagcagcagcgttgtgatgggtattggcattgcccaaatggaagg 
gatgaaaccaattgtaccatgtgccagaaggaagaatttccatgttcccgaaatggtgtc 
tgttatcctcgttctgatcgctgcaactaccagaatcattgcccaaatggctcagatgaa 
aaaaactgctttttttgccaaccaggaaatttccattgtaaaaacaatcgttgtgtgttt 
gaaagttgggtgtgtgattctcaagatgactgtggtgatggcagcgatgaagaaaattgc 
ccagtaatcgtgcctacaagagtcatcactgctgccgtcatagggagcctcatctgtggc 
ctgttactcgtcatagcattgggatgtacttgtaagctttattctctgagaatgtttgaa 
agaagatcatttgaaacacagttgtcaagagtggaagcagaattgttaagaagagaagct 
cctccctcgtatggacaattgattgctcagggtttaattccaccagttgaagattttcct 
gtttgttcacctaatcaggcttctgttttggaaaatctgaggctagcggtacgatctcag 
cttggatttacttcagtcaggcttcctatggcaggcagatcaagcaacatttggaaccgt 
atttttaattttgcaagatcacgtcattctgggtcattggctttggtctcagcagatgga 

GATGAGGTTGTCCCTAGTCAGAGTACcAGTAGAGAACt- i VjACjAuAAAJ. laial 1 LALAbM 
AGTTTGTTTTCCGTGGAGTCTGA1 GA J. ALAuAtALAbAaAA 1 uAuAij/iHwij/i iaiu«lm 
GGAGCATCTGGTG<jGGTTGCAGCTL(_.1 1 1 uLL 1 1 AAAAAo 1 L L L 1 ULLALAHLbbL l b 
GAAGCGACAGTAGGAGCATGTGCAAGTTCCTCAACTCAGAG i ALCL.<jA<jto I vjU I LAI <j»l,A 
GATAATGGAAbGGATGTGACAAG 1 Gl GGAAv-LXC<- AJ*k3 1 vj 1 <oAtj 1 L-L.AIjLML.ijI I.AL.L.AI? 
CTTACAAGTGCACTCAGTCGTATGACTCAGGGGCTAL,GCTGGGiAL,L7l A 1 lALAi XALiLiA 
CGArCAAGTTCCC I AAGTl.ALtAAL,L.ALtAL7± Ltl 1 HaAbALAAtl 1 VxA 1 AA 1 ovjvjVj i MALi 1 
A Zip an a Zi^aT^ziTriZiTn&TrJTTnJZXAATfiPTAATTCCAJ^TTTCTGATGGATCTTCAGAC 
TTTGATGTGAATGACTGCTCCAGACCTCTTCTTGATCTTGCCTCAGATCAAGGACAAGGG 
CTTAGACaACCATATaATGCaACAAATCCTGGAGTAAGGCCAAGTAATCGAGATGGCCCC 
tgtgagcgctgtggtattgtccacactgl-ccagataccaoacac.rrgl 1 1 ab aab 1 aal. a 
CTGaAAAACGAAACGAGTGATGATGAGGCTTTGTTACTTTGTTAGGTACGaATCACATAA 
GG G AG ATTGTAT AC AAGTTGG AG CAAT AT CCATTT AT TATTTTGTAACTTT AC AGTT AAA 


CTAGTTTTAGTTTAAAaAGAAAAaATGCAGGGTGATTTCTTATTATTATATGTTAGCCTG 


CATGGTTAAATTCGACAACTTGTAACTCTATGAACTTAGAGTTTACTATTTTAGCAGCTA 


aaaatgcatcacatattgcatattgttcaataatggtcctttcatttgtttctgattgtt 


ttcatcctgatactgtagttcactgtagaaatgtggctgctgaaactcatttgattgtca 


tttttatctatcctatgttaaatggtttgtttttacaaaataataccttattttaattga 


aacgtttatgcttttgccaagcacatcttgtaacttaatatagctagatgttaaggttgt 


TAATGTACCaAAAAAAaaAAA 


ORF Start: ATG at 43 | jORF Stop: TAG at 2563 


SEQ ID NO: 130 [S40 aa jMW at 93121 .SlcD 

NOvTfd, 
CG5 1264-06 
Protein Sequence 

macrwstkesprwrsallllflagvyacgetpeqirapsgiitspgwpseypakincswf 
iranpgeiitisfqdfdiqgsrrcnldwltietykniesyracgstipppyissqdhiwi 
rfhsddnisrkgfrlayfsgkseepncacdqfrcgngkcipeawkcnnmdecgdssdeei 
cakeanpptaaafqpcaynqfqclsrftkvytclpeslkcdgnidcldlgdeidcdvptc 
gqwlkyfygtfnspnypdfyppgsnctwlidtgdhrkvilrftdfkldgtgygdyvkiyd 
gleenphkllrvltafdshapltwsssgqirvhfcadkvnaargfnatyqvdgfclpwe 
ipcggnwgcyteqqrcdgywhcpngrdetnctmcqkeefpcsrngvcyprsdrcnyqnhc 
pngsdekncffcqpgnfhcknnrcvfeswvcdsqddcgdgsdeencpvivptrvitaavi 
gslicglllvialgctcklyslrmferrsfetqlsrveaellrreappsygqliaqglip 
pvedfpvcspnqasvlenlrlavrsqlgftsvrlpmagrssniwnrifnfarsrhsgsla 
lvsadgdewpsqstsrepernhthrslfsvesddtdtenerrdmagasggvaaplpqkv 
ppttaveatvgacassstqstrgghadngrdvtsveppsvsparhqltsalsrmtqglrw 
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jVRFTLGRSSSLSQNQSPLRQLDNGVSGREDDDDVEMLIPISDGSSDFDVNDCSRPLLDLA 
JSDQGQGLRQPYNATNPGVRPSNRDGPCERCGIVHTAQIPDTCLEVTLKNETSDDEALLLC 


SEQ ID NO: 131 j3012 bp_ _ _ j_ _ „ 

NOV31e. 
CG5 1264-07 
DNA Sequence 

I 

! 

i 

CTCCTCCTCCGTCTCCTCCTCTCTCTCTCATCTGCTGTGGTTATGGCCTGTCGCTGGAGC 

ACAAAAGAGTCTCCGCGGTGGAGGTCTGCGTTGCTCTTGCTTTTCCTCGCTGGGGTGTAC 
GCTGTGAGAACTCAACAATACAGCACAAGTGGCATAATCACAAGCCCAGGCTGGCCTTCT 
GAATATCCTGCAAAAATCAACTGTAGCTGGTTCATAAGGGCAAACCCAGGCGAAATCATT 
ACTATAAGTTTTCAGGATTTTGATATTCAAGGATCCAGAAGGTGCAATTTGGACTGGTTG 
ACAATAGAAACATACAAGAATATTGAAAGTTACAGAGCTTGTGGTTCCACAATTCCACCT 
CCGTATATCTCTTCACAAGACCACATCTGGATTAGGTTTCATTCGGATGACAACATCTCT 
AGAAAGGGTTTCAGACTGGCATATCTTTCAGGCAAATCTGAGGAACCAAATTGTGCTTGT 
GATCAGTTTCGTTGTGGTAATGGAAAGTGTATACCAGAAGCCTGGAAATGTAATAACATG 
GATGAATGTGGAGATAGTTCCGATGAAGAGATCTGTGCCAAAGAAGCAAATCCTCCAACT 
GCTGCTGCTTTTCAACCCTGTGCTTACAACCAGTTCCAGTGTTTATCCCGTTTTACCAAA 
GTTTACACTTGCCTCCCCGAATCTTTAAAATGTGATGGGAACATTGACTGCCTTGACCTA 
GGAGATGAGATAGACTGTGATGTGCCAACATGTGGGCAATGGCTAAAATATTTTTATGGT 
ACTTTTAATTCTCCCAATTATCCAGACTTTTATCCTCCTGGAAGCAATTGCACCTGGTTA 
ATAGACACTGGTGATCACCGTAAAGTCATTTTACGCTTCACTGACTTTAAACTTGATGGT 
ACTGGTTATGGTGATTATGTCAAAATATATGATGGATTAGAGGAGAATCCACACAAGCTT 
TTGCGTGTGTTGACAGCTTTTGATTCTCATGCACCTCTTACAGTTGTTTCTTCTTCTGGA 
CAGATAAGGGTACATTTTTGTGCTGATAAAGTGAATGCTGCAAGGGGATTTAATGCTACT 
TACCAAGTAGATGGGTTCTGTTTGCCATGGGAAATACCCTGTGGAGGTAACTGGGGGTGT 
TATACTGAGCAGCAGCGTTGTGATGGGTATTGGCATTGCCCAAATGGAAGGGATGAAACC 
AATTGTACCATGTGCCAGAAGGAAGAATTTCCATGTTCCCGAAATGGTGTCTGTTATCCT 
CGTTCTGATCGCTGCAACTACCAGAATCATTGCCCAAATGGCTCAGATGAAAAAAACTGC 
TTTTTTTGCCAACCAGGAAATTTCCATTGTAAAAACAATCGTTGTGTGTTTGAAAGTTGG 
GTGTGTGATTCTCAAGATGACTGTGGTGATGGCAGCGATGAAGAAAATTGCCCAGTAATC 
GTG C CT AC AAG AGT C ATC ACTG CTG C CGTCATAG G G AG C CTC AT CTGTG G CCTGTT ACT C 
GTCATAGCATTGGGATGTACTTGTAAGCTTTATTCTCTGAGAATGTTTGAAAGAAGATCA 
TTTG AAAC A C AGTT GTC AAG AGTGG AAGCAG AAT TGTT AAG AAG A G AAG CT CCT CC CT CG 
TATGGACAATTGATTGCTCAGGGTTTAATTCCACCAGTTGAAGATTTTCCTGTTTGTTCA 
CCTAATCAGGCTTCTGTTTTGGAAAATCTGAGGCTAGCGGTACGATCTCAGCTTGGATTT 
ACTTCAGTCAGGCTTCCTATGGCAGGCAGATCAAGCAACATTTGGAACCGTATTTTTAAT 
TTTGCAAGATCACGTCATTCTGGGTCATTGGCTTTGGTCTCAGCAGATGGAGATGAGGTT 
GTCCCTAGTCAGAGTACCAGTAGAGAACCTGAGAGAAATCATACTCACAGAAGTTTGTTT 
TCCGTGGAGTCTGATGATACAGACACAGAAAATGAGAGAAGAGATATGGCAGGAGCATCT 
GGTGGGGTTGCAGCTCCTTTGCCTCAAAAAGTCCCTCCCACAACGGCAGTGGAAGCGACA 
GTAGGAGCATGTGCAAGTTCCTCAACTCAGAGTACCCGAGGTGGTCATGCAGATAATGGA 
AGGGATGTGACAAGTGTGGAACCCCCAAGTGTGAGTCCAGCACGTCACCAGCTTACAAGT 
GCACTCAGTCGTATGACTCAQjCjCjCjL I ALbL Jl Cj(j(j i AU<j 1 JL 1 1 HUH 1 1 i i-rtfty i 
TCCCTAAGTCAGAACCAGAGTCCTTTGAGACAACTTGATAATGGGGTAAGTGGAAGAGAA 
GATGATGATGATGTTGAAATGCTAATTCCAATTTCTGATGGATCTTCAGACTTTGATGTG 
AATGACTGCTCCAGACCTCTTCTTGATCTTGCCTCAGATCAAGGACAAGGGCTTAGACAA 
CCATATAATGCAACAAATCCTGGAGTAAGGCCAAGTAATCGAGATGGCCCCTGTGAGCGC 
TGTGGTATTGTCCACACTGCCCAGATACCAGACACTTGCTTAGAAGTAACACTGAAAAAC 
GAAACGAGTGATGATGAGGCTTTGTTACTTTGTTAGGTACGAATCACATAAGGGAGATTG 
T AT A C AAGTTGG AG C AAT AT C C ATTT ATTATTTTGT AA CTTT AC AGT T AAACT AG T TTT A 

GTTTAAAAAGAAAAAATGCAGGGTGATTTCTTATTATTATATGTTAGCCTGCATGGTTAA 

ATTCGACAACTTGTAACTCTATGAACTTAGAGTTTACTATTTTAGCAGCTAAAAATGCAT 

CACATATTGCATATTGTTCAATAATGGTCCTTTCATTTGTTTCTGATTGTTTTCATCCTG 

ATACTGTAGTTCACTGTAGAAATGTGGCTGCTGAAACTCATTTGATTGTCATTTTTATCT 

ATCCTATGTTAAATGGTTTGTTTTTACAAAATAATACCTTATTTTAATTGAAACGTTTAT 

GCTTTTGCCAAGCACATCTTGTAACTTAATATAGCTAGATGTTAAGGTTGTTAATGTACC 

AAAAAAAAAAAA 


ORF Start: ATG at 43 7 'i ORF sto P : TAG at 2554 


SEQ ID NO: 132 |837 aa |MW at 92869.5kD 

NOV31e, 
CG5 1264-07 

MACRWSTKESPRWRSALLLLFLAGVYAVRTQQYSTSGIITSPGWPSEYPAKINCSWFIRA 
NPGEIITISFQDFDIQGSRRCNLDWLTIETYKNIESYRACGSTIPPPYISSQDHIWIRFH 
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Protein Sequence 

SDDNISRKGFRLAYLSGKSEEPNCACDQFRCGNGKCIPEAWKCNNMDECGDSSDEEICAK 
EANPPTAAAFQPCAYNQFQCLSRFTKVYTCLPESLKCDGNIDCLDLGDEIDCDVPTCGQW 
LKYFYGTFNS PNYPDFYPPGSNCTWLIDTGDHRKVILRFTDFKLDGTGYGDYVKIYDGLE 
ENPHKLLRVLTAFDSHAPLTWSSSGQIRVHFCADKVNAARGFNATYQVDGFCLPWEIPC 
GGNWGCYTEQQRCDGYWHCPNGRDETNCTMCQKEEFPCSRNGVCYPRSDRCNYQNHCPNG 
SDEKNCFFCQPGNFHCKNNRCVFESWVCDSQDDCGDGSDEENCPVIVPTRVITAAVIGSL 
ICGLLLVIALGCTCKLYSLRMFERRSFETQLSRVEAELLRREAPPSYGQLIAQGLIPPVE 
DFPVCSPNQASVLENLRLAVRSQLGFTSVRLPMAGRSSNIWNRIFNFARSRHSGSLALVS 
ADGDEWPSQSTSREPERNHTHRSLFSVESDDTDTENERRDMAGASGGVAAPLPQKVPPT 
TAVEATVGACASSSTQSTRGGHADNGRDVTSVEPPSVSPARHQLTSALSRMTQGLRWVRF 
TLGRSSSLSQNQSPLRQLDNGVSGREDDDDVEMLIPISDGSSDFDVNDCSRPLLDLASDQ 
GQGLRQPYNATNPGVRPSNRDGPCERCGIVHTAQIPDTCLEVTLKNETSDDEALLLC 


SEQ ID NO: i 33 ~ * ~7l44 1 bp | 

NOV31f, 
CG5 1264-02 
DNA Sequence 

i 

CGCCGGTGGCTCGGCGGCGGCGGCGGCGGCGGCGGCGGCGGCGGCGGCGGCGTCGTCTAC 
CTCCAGCTTCTCCTCCCTCCTCCTCCGTCTCCTCCTCTCTCTCTCCATCTGCTGTGGTTA 
TGGCCTGTCGCTGGAGCACAAAAGAGTCTCCGCGGTGGAGGTCTGCGTTGCTCTTGCTTT 
TCCTCGCTGGGGTGTACGCTTGTGGAGAGACTCCAGAGCAAATACGAGCACCAAGTGGCA 
TAATCACAAGCCCAGGCTGGCCTTCTGAATATCCTGCAAAAATCAACTGTAGCTGGTTCA 
T AAGGG C AAAC C C AG G CG AAAT C ATT ACT AT AAGTTTTC AGG ATTTTG AT ATT C AAGG AT 
CCAGAAGGTGCAATTTGGACTGGTTGACAATAGAAACATACAAGAATATTGAAAGTTACA 
GAGCTTGTGGTTCCACAATTCCACCTCCGTATATCTCTTCACAAGACCACATCTGGATTA 
GGTTTCATTCGGATGACAACATCTCTAGAAAGGGTTTCAGACTGGCATATTTTTCAGGGA 
AATCTGAGGAACCAAATTGTGCTTGTGATCAGTTTCGTTGTGGTAATGGAAAGTGTATAC 
CAGAAGCCTGGAAATGTAATAACATGGATGAATGTGGAGATAGTTCCGATGAAGAGATCT 

pip^n/iM TV 7\ 7v 7\ /*>/'"' 7\ 7\ 7\ T T 1 fT* 7\ TV PT/TTPr'TPPTTTTr 7A 7\ CCC* r YC2. r VCZ C T V r V "RC* Ti.J\CC TiCZT 

G TGCCAAAG AAGCAAA 1 CL1 tLAAtiutlvjLlvjv,! 1 1 H.rtALLLlvjlwvyi i .nui-Lttu v_i-ivj x 
TCCAGTGTTTATCCCGTTTTACCAAAGTTTACACTTGCCTCCCCGAATCTTTAAAATGTG 
ATGGGAACATTGACTGCCTTGACCTAGGAGATGAGATAGACTGTGATGTGCCAACATGTG 
GGCAATGGCTAAAATATTTTTATGGTACTTTTAATTCTCCCAATTATCCAGACTTTTATC 
CTCCTGGAAGLAAI IGLALt- lotji 1 AAi AuHL Av, ibvj IvjA 1 1 ALLu i /ytHo i ± x inv. 
GCTTCACTGACTTTAAACTTGATGGTACTGGTTATGGTGATTATGTCAAAATATATGATG 
GATTAGAGGAGAATCCACACAAGCTTTTGCGTGTGTTGACAGCTTTTGATTCTCATGCAC 
CTCTTACAGTTGTTTCTTCTTCTGGACAGATAAGGGTACATTTTTGTGCTGATAAAGTGA 
ATGCT G C AAGGGG ATTT AATG CTACTT AC C AAGT AG ATGGGTTCTGTTTG C C AT G G G AAA 
TACCCTGTGGAGGTAACTGGGGGTGTTATACTGAGCAGCAGCGTCGTGATGGGTATTGGC 
ATTGCCCAAATGGAAGGGATGAAACCAATTGTACCATGTGCCAGAAGGAAGAATTTCCAT 
GTTCCCGAAATGGTGTCTGCTATCCTCGCTCTGATCGCTGCAACTACCAGAATCATTGCC 
CAAATGGCAAACAGAACCCATCTACTTGGTAAGTAGCATTAAATCCCCTTGCAGCATTCA 

C 


ORF Start: at 3 | jpRF Stop: TAA aU410_ 


SEQ ID NO : 1 34 1469 aa jiviw at 5333 8.2k5^ 

NOV31f, 

CG5 1264-02 ; 

Protein 

Sequence 

PVARRRRRRRRRRRRRRRLPPASPPSSSVSSSLSPSAWMACRWSTKESPRWRSALLLLF 
LAGVYACGETPEQIRAPSGIITSPGWPSEYPAKINCSWFIRANPGEIITISFQDFDIQGS 
RRCNLDWLTIETYKNIESYRACGSTIPPPYISSQDHIWIRFHSDDNISRKGFRLAYFSGK 
SEEPNCACDQFRCGNGKCIPEAWKCNNMDECGDSSDEEICAKEANPPTAAAFQPCAYNQF 
QCLSRFTKVYTCLPESLKCDGNIDCLDLGDEIDCDVPTCGQWLKYFYGTFNSPNYPDFYP 
PGSNCTWLIDTGDHRKVILRFTDFKLDGTGYGDYVKIYDGLEENPHKLLRVLTAFDSHAP 
LTWSSSGQIRVHFCADKVNAARGFNATYQVDGFCLPWEIPCGGNWGCYTEQQRRDGYWH 
CPNGRDETNCTMCQKEEFPCSRNGVCYPRSDRCNYQNHCPNGKQNPSTW 


SEQ ID NO: 135 |3078 bp j 

isioviTg, ~ 

CG5 1264-05 
DNA Sequence 

CTCCTCCTCCGTCTCCTCCTCTCTCTCTCATCTGCTGTGGTTATGGCCTGTCGCTGGAGC 

ACAAAAGAGTCTCCGCGGTGGAGGTCTGCGTTGCTCTTGCTTTTCCTCGCTGGGGTGTAC 
GGAAATGGTGCTCTTGCAGAACATTCTGAAAATGTGCATATTTCAGGAGTGTCAACTGCT 
TGTGGAGAGACTCCAGAGCAAATACGAGCACCAAGTGGCATAATCACAAGCCCAGGCTGG 
CCTTCTGAATATCCTGCAAAAATCAACTGTAGCTGGTTCATAAGGGCAAACCCAGGCGAA 
ATCATTACTATAAGTTTTCAGGATTTTGATATTCAAGGATCCAGAAGGTGCAATTTGGAC 
TGGTTGACAATAGAAACATACAAGAATATTGAAAGTTACAGAGCTTGTGGTTCCACAATT 
CCACCTCCGTATATCTCTTCACAAGACCACATCTGGATTAGGTTTCATTCGGATGACAAC 
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ATCTCTAGAAAGGGTTTCAGACTGGCATATTTTTCAGGGAAATCTGAGGAACCAAATTGT 
GCTTGTGATCAGTTTCGTTGTGGTAATGGAAAGTGTATACCAGAAGCCTGGAAATGCAAT 
AACATGGATGAATGTGGAGATAGTTCCGATGAAGAGATCTGTGCCAAAGAAGCAAATCCT 
C C AAC T G CT G CT G CTTTTC AAC C CTGTG CTT A C AAC CAGTT C C AGTGTTT AT C C C GT TT T 
ACCAAAGTTTACACTTGCCTCCCCGAATCTTTAAAATGTGATGGGAACATTGACTGCCTT 
GACCTAGGAGATGAGATAGACTGTGATGTGCCAACATGTGGGCAATGGCTAAAATATTTT 
T ATGGT A CTTTT AATTCTCC C AATT AT C C AG ACTTTT AT C C TC C TG G AAG C AATTG C AC C 
TGGTTAATAGACACTGGTGATCACCGTAAAGTCATTTTACGCTTCACTGACTTTAAACTT 
GATGGTACTGGTTATGGTGATTATGTCAAAATATATGATGGATTAGAGGAGAATCCACAC 
AAGCTTTTGCGTGTGTTGACAGCTTTTGATTCTCATGCACCTCTTACAGTTGTTTCTTCT 
T CTGG AC AG AT AAGGGT AC ATTTTTGTGCTG AT AAAGTG AATG CTG C AAG G G G ATTT AAT 
GCTACTTACCAAGTAGATGGGTTCTGTTTGCCATGGGAAATACCCTGTGGAGGTAACTGG 
GGGTGTTATACTGAGCAGCAGCGTTGTGATGGGTATTGGCATTGCCCAAATGGAAGGGAT 
GAAACCAATTGTACCATGTGCCAGAAGGAAGAATTTCCATGTTCCCGAAATGGTGTCTGT 
TATCCTCGTTCTGATCGCTGCAACTACCAGAATCATTGCCCAAATGGCTCAGATGAAAAA 
AACTGCTTTTTTTGCCAACCAGGAAATTTCCATTGTAAAAACAATCGTTGTGTGTTTGAA 
AGTTGGGTGTGTGATTCTCAAGATGACTGTGGTGATGGCAGCGATGAAGAAAATTGCCCA 
GTAATCGTGCCTACAAGAGTCATCACTGCTGCCGTCATAGGGAGCCTCATCTGTGGCCTG 
TTACTCGTCATAGCATTGGGATGTACTTGTAAGCTTTATTCTCTGAGAATGTTTGAAAGA 
AGATCATTTGAAACACAGTTGTCAAGAGTGGAAGCAGAATTGTTAAGAAGAGAAGCTCCT 
CCCTCGTATGGACAATTGATTGCTCAGGGTTTAATTCCACCAGTTGAAGATTTTCCTGTT 
TGTTCACCTAATCAGGCTTCTGTTTTGGAAAATCTGAGGCTAGCGGTACGATCTCAGCTT 
»GGATTTACTTCAGTCAGGCTTCCTATGGCAGGCAGATCAAGCAACATTTGGAACCGTATT 
^TTTAATTTTGCAAGATCACGTCATTCTGGGTCATTGGCTTTGGTCTCAGCAGATGGAGAT 
jGAGGTTGTCCCTAGTCAGAGTACCAGTAGAGAACCTGAGAGAAATCATACTCACAGAAGT 
,-TTGTTTTCCGTGGAGTCTGATGATACAGACACAGAAAATGAGAGAAGAGATATGGCAGGA 
jGCATCTGGTGGGGTTGCAGCTCCTTTGCCTCAAAAAGTCCCTCCCACAACGGCAGTGGAA 
JGCGACAGTAGGAGCATGTGCAAGTTCCTCAACTCAGAGTACCCGAGGTGGTCATGCAGAT 
jAATGGAAGGGATGTGACAAGTGTGGAACCCCCAAGTGTGAGTCCAGCACGTCACCAGCTT 
JACAAGTGCACTCAGTCGTATGACTCAGGGGCTACGCTGGGTACGTTTTACATTAGGACGA 
iTCAAGTTCCCTAAGTCAGAACCAGAGTCCTTTGAGACAACTTGATAATGGGGTAAGTGGA 
}AGAGAAGATGATGATGATGTTGAAATGCTAATTCCAATTTCTGATGGATCTTCAGACTTT 
iGATGTGAATGACTGCTCCAGACCTCTTCTTGATCTTGCCTCAGATCAAGGACAAGGGCTT 
I AG AC AAC C AT AT AATG C AAC AAAT C CTGG AGT AAGG C C AAGT AATCG AG ATGG C C CCTGT 
jGAGCGCTGTGGTATTGTCCACACTGCCCAGATACCAGACACTTGCTTAGAAGTAACACTG 
lAAAAACGAAACGAGTGATGATGAGGCTTTGTTACTTTGTTAGGTACGAATCACATAAGGG 


| AG ATTGT ATA C AAGTTG G AG CAAT AT CC AT T T ATT AT TTTGT AA CTTT AC AGTT AAACT A 


| GTTTTAGTTTAAAAAGAAAAAATGCAGGGTGATTTCTTATTATTATATGTTAGCCTGCAT 


ATGCATCACATATTGCATATTGTTCAATAATGGTCCTTTCATTTGTTTCTGATTGTTTTC 


TTATCTATCCTATGTTAAATGGTTTGTTTTTACAAAATAATACCTTATTTTAATTGAAAC 


GGTTAAATTCGACAACTTGTAACTCTATGAACTTAGAGTTTACTATTTTAGCAGCTAAAA 


AT C CTG AT A CTGT AGTT CACTGT AG AAAT GTGGCTG C TG AAACT CATTTGATTG TC AT TT 


GTTTATGCTTTTGCCAAGCACATCTTGTAACTTAATATAGCTAGATGTTAAGGTTGTTAA 


TGT AC C AAAAAAAAAAAA 


ORF Start: ATG at 43 


r 


JORF Stop: TAG at 2620 


SEQ ID NO: 136 


1859 aa 


jMW at 94982.71cD 


NOV31g, 
CG5 1264-05 
Protein Sequence 


JMACRWSTKESPRWRSALLLLFLAGVYGNGALAEHSENVHISGVSTACGETPEQIRAPSGI 
JITSPGWPSEYPAKINCSWFIRANPGEIITISFQDFDIQGSRRCNLDWIjTIETYKNIESYR 
ACGSTIPPPYISSQDHIWIRFHSDDNISRKGFRLAYFSGKSEEPNCACDQFRCGNGKCIP 
EAWKCNNMDECGDSSDEEICAKEANPPTAAAFQPCAYNQFQCLSRFTKVYTCLPESLKCD 
GNIDCLDLGDEIDCDVPTCGQWLKYFYGTFNSPNYPDFYPPGSNCTWLIDTGDHRKVILR 
FTDFKLDGTGYGDYVKIYDGLEENPHKLLRVLTAFDSHAPLTWSSSGQIRVHFCADKVN 
AARGFNATYQVDGFCLPWEIPCGGNWGCYTEQQRCDGYWHCPNGRDETNCTMCQKEEFPC 
SRNGVCYPRSDRCNYQNHCPNGSDEKNCFFCQPGNFHCKNNRCVFESWVCDSQDDCGDGS 
DEENCPVIVPTRVITAAVIGSLICGLLLVIALGCTCKLYSLRMFERRSFETQLSRVEAEL 
LRREAPPSYGQLIAQGLIPPVEDFPVCSPNQASVLENLRLAVRSQLGFTSVRLPMAGRSS 
NIWNRIFNFARSRHSGSLALVSADGDEWPSQSTSREPERNHTHRSLFSVESDDTDTENE 
RRDMAGASGGVAAPLPQKVPPTTAVEATVGACASSSTQSTRGGHADNGRDVTSVEPPSVS 
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NOV3111, ' 
CG5I264-0S 
DNA Sequence 


jPARHQLTSALSRMTQGLRWVRFTLGRSSSLSQNQSPLRQLDNGVSGREDDDDVEMLIPIS 
jDGSSDFDVNDCSRPLLDLASDQGQGLRQPYNATNPGVRPSNRDGPCERCGIVHTAQIPDT 
jCLE VTLKN ETS DDE ALLLC _ ^ , _ 

"jSEQIDNO: 137__ ~~~~ jl389bp ( 

~|aatggtg<S 

Iggagagactccagagcaaatacgagcaccaagtggcataatcacaagcccaggctggcct 
Itctgaatatcctgcaaaaaccaactgtagctggttcataagggcaaacccaggcgaaatc 
Jattactataagttttcaggattttgatattcaaggatccagaaggtgcaatttggactgg 
'ttgacaatagaaacatacaagaatattgaaagttacagagcttgtggttccacaattcca 

iCCTCCGTATATCTCTTCACAAGACCACATCTGGATTAGGTTTCATTCGGATGACAACATC 

tctagaaagggtttcagactggcatatttttcagggaaatctgaggaaccaaattgtgct 
Itgtgatcagtttcgttgtggtaatggaaagtgtataccagaagcctggaaatgtaataac 
atggatgaatgtggagatagttccgatgaagagatctgtgccaaagaagcaaatcctcca 
actgctgctgcttttcaaccctgtgcttacaaccagttccagtgtttatcccgttttacc 
aaagtttacacttgcctccccgaatctttaaaatgtgatgggaacattgactgccttgac 
ctaggagatgagatagactgtgatgtgccaacatgtgggcaatggctaaaatatttttat 
cggtacttttaattctcccaattatccagacttttatcctcctggaagcaattgcacctgg 
ttaatagacactggtgatcaccgtaaagtcattttacgcttcactgactttaaacttgat 
ggtactggttatggtgattatgtcaaaatatatgatggattagaggagaatccacacaag 
cttttgcgtgtgttgacagcttttgattctcatgcacctcttacagttgtttcttcttct 
Iggacagataagggtacatttttgtgctgataaagtgaatgctgcaaggggatttaatgct 
|acttaccaagtagatgggttctgtttgccatgggaaataccctgtggaggtaactggggg 
Jtgttatactgagcagcagcgttgtgatgggtattggcattgcccaaatggaagggatgaa 
Iaccaattgtaccatgtgccagaaggaagaatttccatgttcccgaaatggtgtctgttat 
icctcgttctgatcgctgcaactaccagaatcattgcccaaatggctcagatgaaaaaaac 
|tgctttttttgccaaccaggaaatttccattgtaaaaacaatcgttgtgtgtttgaaagt 
|tgggtgtgtgattctcaagatgactgtggtgatggcagcgatgaagaaaattgcccagta 
jatcgtgcct _ 
iORJF Start: atT 


*463 aa 


Stop: end of sequence 
lMW at 526STkD " ' 


NOV31h, 
CG5 1264-08 
Protein Sequence 


N0V31i, 
CG5 1264-09 
DNA Sequence 


]SEQ1DN0:138 

7nG A L AE HS ENVHI SG VSTACGETPEQI RAPSGI I TS PGWPS E Y PAKTNCS WF I RANPGE I 
IITISFQDPDIQGSRRCNLDWLTIETYKNIESYRACGSTIPPPYISSQDHIWIRFHSDDNI 
SRKGFRLAYFSGKSEEPNCACDQFRCGNGKCIPEAWKCNNMDECGDSSDEEICAKEANPP 
TAAAFQPCAYNQFQCLSRFTKVYTCLPESLKCDGNIDCLDLGDEIDCDVPTCGQWLKYFY 
GTFNSPNYPDFYPPGSNCTWLIDTGDHRKVILRFTDFKLDGTGYGDYVKIYDGLEENPHK 
LLRVLTAFDSHAPLTWSSSGQIRVHFCADKVNAARGFNATYQVDGFCLPWEI PCGGNWG 
jCYTEQQRCDGYWHCPNGRDETNCTMCQKEEFPCSRNGVCYPRSDRCNYQNHCPNGSDEKN 
I FFCQPGNFHCKN RCVFESWVCDSQDD 3DGSDEE1 IPV CVP 


SEQJDNO: 
aatcTgtgctcttc^ 

ggagagactccagagcaaatacgagcaccaagtggcataatcacaagcccaggctggcct 
tctgaatatcctgcaaaaaccaactgtagctggttcataagggcaaacccaggcgaaatc 
attactataagttttcaggattttgatattcaaggatccagaaggtgcaatttggactgg 
ttgacaatagaaacatacaagaatattgaaagttacagagcttgtggttccacaattcca 
cctccgtatatctcttcacaagaccacatctggattaggtttcattcggatgacaacatc 
tctagaaagggtttcagactggcatatttttcagggaaatctgaggaaccaaattgtgct 

TGTGATCAGTTTCGTTGTGGTAATGGAAAGTGTATACCAGAAGCCTGGAAATGTAATAAC 

atggatgaatgtggagatagttccgatgaagagatctgtgccaaagaagcaaatcctcca 
actgctgctgcttttcaaccctgtgcttacaaccagttccagtgtttatcccgttttacc 
aaagtttacacttgcctccccgaatctttaaaatgtgatgggaacattgactgccttgac 
ctaggagatgagatagactgtgatgtgccaacatgtgggcaatggctaaaatatttttat 
;ggtacttttaattctcccaattatccagacttttatcctcctggaagcaattgcacctgg 
ittaatagacactggtgatcaccgtaaagtcattttacgcttcactgactttaaacttgat 
Iggtactggttatggtgattatgtcaaaatatatgatggattagaggagaatccacacaag 
t cttttgcgtgtgttg ac ag cttttgattctc atg cac ctctt ac agttgtttcttcttct 
jggacagataagggtacatttttgtgctgataaagtgaatgctgcaaggggatttaatgct 
jacttaccaagtagatgggttctgtttgccatgggaaataccctgtggaggtaactggggg 
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i 

rGTTATACTGAGCAGCAGCGTTGTGATGGGTATTGGCATTGCCCAAATGGAAGGGATGAA 
ACCAATTGTACCATGTGCCAGAAGGAAGAATTTCCATGTTCCCGAAATGGTGTCTGTTAT 
CCTCGTTCTGATCGCTGCAACTACCAGAATCATTGCCCAAATGGCTCAGATGAAAAAAAC 
TGCTTTTTTTGCCAACCAGGAAATTTCCATTGTAAAAACAATCGTTGTGTGTTTGAAAGT 
rGGGTGTGTGATTCTCAAGATGACTGTGGTGATGGCAGCGATGAAGAAAATTGCCCAGTA 
ATCGTGCCT 

TORF Start: at 1 jORF Stop: end of sequence 


SEQ ID NO: 140 j463 aa |MW at 52053. lkD 

NOV3H, 
CG5 1264-09 
Protein 
Sequence 

NGALAEHSENVHISGVSTACGETPEQIRAPSGIITSPGWPSEYPAKTNCSWFIRANPGEI 
ITISFQDFDIQGSRRCNLDWLTIETYKNIESYRACGSTIPPPYISSQDHIWIRFHSDDNI 
SRKGFRLAYFSGKSEEPNCACDQFRCGNGKCIPEAWKCNNMDECGDSSDEEICAKEANPP 
TAAAFQPCAYNQFQCLSRFTKVYTCLPESLKCDGNIDCLDLGDEIDCDVPTCGQWLKYFY 
GTFNS PNYPDF YPPGSNCT WLI DTGDHRKVI LRFTDFKLDGTGYGDYVKI YDGLEENPHK 
LLRVLTAFDSHAPLTWSSSGQIRVHFCADKVNAARGFNATYQVDGFCLPWEIPCGGNWG 
CYTEQQRCDGYWHCPNGRDETNCTMCQKEEFPCSRNGVCYPRSDRCNYQNHCPNGSDEKN 
CFFCQPGNFHCKNNRCVFESWVCDSQDDCGDGSDEENCPVIVP 


SEQ ID NO: 141 |l401 bp | 

NOV31j, 
CG51264-10 
DNA Sequence 

GGTACCAATGGTGCTCTTGCAGAACATTCTGAAAATGTGCATATTTCAGGAGTGTCAACT 
ACTTGTGGAGAGACTCCAGGGCAAATACGAGCACCAAGTGGCATAATCACAAGCCCAGGC 
TGGCCTTCTGAATATCCTGCAAAAATCAACTGTAGCTGGTTCATAAGGGCAAACCCAGGC 
GAAATCATTACTATAAGTTTTCAGGATTTTGATATTCAAGGATCCAGAAGGTGCAATTTG 
GACTGGTTGACAATAGAAACATACAAGAATATTGAAAGTTACAGAGCTTGTGGTTCCACA 
ATTCCACCTCCGTATATCTCTTCACAAGACCACATCTGGATTAGGTTTCATTCGGATGAC 
AACATCTCTAGAAAGGGTTTCAGACTGGCATATTTTTCAGGGAAATCTGAGGAACCAAAT 
TGTGCTTGTGATCAGTTTCGTTGTGGTAATGGAAAGTGTATACCAGAAGCCTGGAAATGT 
AATAACATGGATGAATGTGGAGATAGTTCCGATGAAGAGATCTGTGCCAAAGAAGCAAAT 
CCTCCAACTGCTGCTGCTTTTCAACCCTGTGCTTACAACCAGTTCCAGTGTTTATCCCGT 
TTTACCAAAGTTTACACTTGCCTCCCCGAATCTTTAAAATGTGATGGGAACATTGACTGC 
CTTGACCTAGGAGATGAGATAGACTGTGATGTGCCAACATGTGGGCAATGGCTAAAATAT 
TTTTATGGTACTTTTAATTCTCCCAATTATCCAGACTTTTATCCTCCTGGAAGCAATTGC 
ACCTGGTTAATAGACACTGGTGATCACCGTAAAGTCATTTTACGCTTCACTGACTTTAAA 
CTTGATGGTACTGGTTATGGTGATTATGTCAAAATATATGATGGATTAGAGGAGAATCCA 
CACAAGCTTTTGCGTGTGTTGACAGCTTTTGATTCTCATGCACCTCTTACAGTTGTTTCT 

rnr>nr«Tir*rr>r*r> tv .-*tk r* t\ t>t\ 71 r~>/T*T a C A T"T"T"T"TT^'Vr , r ,r rr' 7\ T" 7\ 7v A nTTm S TTICTTICA RCZCZCZCl TTT 
TCTTCTGGALAGAlAAobulALAl 111 lo loV, I \jJ\l *\£\i\\3 lVj/iHio^ \ j. 

AATGCTACTTACCAAGTAGATGGGTTCTGTTTGCCATGGGAAATACCCTGTGGAGGTAAC 

TGGGGGTGTTATACTGAGCAGCAGCGTTGTGATGGGTATTGGCATTGCCCAAATGGAAGG 

GATGAAACCAATTGTACCATGTGCCAGAAGGAAGAATTTCCATGTTCCCGAAATGGTGTC 

TGTTATCCTCGTTCTGATCGCTGCAACTACCAGAATCATTGCCCAAATGGCTCAGATGAA 

AAAAACTGCTTTTTTTGCCAACCAGGAAATTTCCATTGTAAAAACAATCGTTGTGTGTTT 

GAAAGTTGGGTGTGtGATTCTCAAGATGACTGTGGTGATGGCAGCGATGAAGAAAATTGC 

CCAGTAATCGTGCCTCGGCCG 


"ORP Start: at 7 f [ORF Stop: at 1396 


SEQ ID NO: 142 j463 aa |mW at 52023. lkD 

NOV31j^ ^ 
CG51264-10 
Protein 
Sequence 

NGALAEHSENVHISGVSTTCGETPGQIRAPSGIITSPGWPSEYPAKINCSWFIRANPGEI 
ITISFQDFDIQGSRRCNLDWLTIETYKNIESYRACGSTIPPPYISSQDHIWIRFHSDDNI 
SRKGFRLAYFSGKSEEPNCACDQFRCGNGKCIPEAWKCNNMDECGDSSDEEICAKEANPP 
TAAAFQPCAYNQFQCLSRFTKVYTCLPESLKCDGNIDCLDLGDEIDCDVPTCGQWLKYFY 
GTFNSPNYPDFYPPGSNCTWLIDTGDHRKVILRFTDFKLDGTGYGDYVKI YDGLEENPHK 
LLRVLTAFDSHAPLTWSSSGQIRVHFCADKVNAARGFNATYQVDGFCLPWEIPCGGNWG 
CYTEQQRCDGYWHCPNGRDETNCTMCQKEEFPCSRNGVCYPRSDRCNYQNHCPNGSDEKN 
CFFCQPGNFHCKNNRCVFESWVCDSQDDCGDGSDEENCPVIVP 


SEQ ID NO: 143 j 1 40 1 bp j 

NOV31k, 
CG5 1264-11 
DNA Sequence 

GGTACCAATGGTGCTCTTGCAGAACATTCTGAAAATGTGCATATTTCAGGAGTGTCAACT 
GCTTGTGGAGAGACTCCAGAGCAAATACGAGCACCAAGTGGCATAATCACAAGCCCAGGC 
TGGCCTTCTGAATATCCTGCAAAAACCAACTGTAGCTGGTTCATAAGGGCAAACCCAGGC 
GAAATCATTACTATAAGTTTTCAGGATTTTGATATTCAAGGATCCAGAAGGTGCAATTTG 
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GACTGGTTGACAATAGAAACATACAAGAATATTGAAAGTTACAGAGCTTGTGGTTCCACA 
ATTCCACCTCCGTATATCTCTTCACAAGACCACATCTGGATTAGGTTTCATTCGGATGAC 
AACATCTCTAGAAAGGGTTTCAGACTGGCATATTTTTCAGGGAAATCTGAGGAACCAAAT 
TGTGCTTGTGATCAGTTTCGTTGTGGTAATGGAAAGTGTATACCAGAAGCCTGGAAATGT 
AATAACATGGATGAATGTGGAGATAGTTCCGATGAAGAGATCTGTGCCAAAGAAGCAAAT 
C CTC C AAC TGCTG CT GCTTTTC AAC C CTGTG CTT AC AAC C AGTT C C AGT GTTT AT CC C GT 
TTTACCAAAGTTTACACTTGCCTCCCCGAATCTTTAAAATGTGATGGGAACATTGACTGC 
CTTGACCTAGGAGATGAGATAGACTGTGATGTGCCAACATGTGGGCAATGGCTAAAATAT 
TTTTATGGTACTTTTAATTCTCCCAATTATCCAGACTTTTATCCTCCTGGAAGCAATTGC 
ACCTGGTTAATAGACACTGGTGATCACCGTAAAGTCATTTTACGCTTCACTGACTTTAAA 
CTTGATGGTACTGGTTATGGTGATTATGTCAAAATATATGATGGATTAGAGGAGAATCCA 
C AC AAG CTTTTG C GTGTGT TG AC AGCTTTTG ATT CT C ATG C AC CTCTT AC AGTTGTTT CT 
TCTTCTGGACAGATAAGGGTACATTTTTGTGCTGATAAAGTGAATGCTGCAAGGGGATTT 
AATG CT ACT T AC C AAGT AG ATGGGTT C TGTTTG C C ATGGG AAAT AC CCTGT GG AG GT AAC 
TGGGGGTGTTATACTGAGCAGCAGCGTTGTGATGGGTATTGGCATTGCCCAAATGGAAGG 
GATGAAACCAATTGTACCATGTGCCAGAAGGAAGAATTTCCATGTTCCCGAAATGGTGTC 
TGTTATCCTCGTTCTGATCGCTGCAACTACCAGAATCATTGCCCAAATGGCTCAGATGAA 
^AAACTGCTTTTTTTGCCAACCAGGAAATTTCCATTGTAAAAACAATCGTTGTGTGTTT 
GAAAGTTGGGTGTGTGATTCTCAAGATGACTGTGGTGATGGCAGCGATGAAGAAAATTGC 
CCAGTAATCGTGCCTCGGCCG 


jORF Stan: at 7 
SEQ"iDNO: 144 


•ORF Stop: at 1396 


NOV31k, 
CG51264-11 
Protein Sequence 


]463 aa 


MW at 52053. lkD 


JJGALAEHSENVHISGVSTACGETPEQIRAPSGIITSPGWPSEYPAKTNCSWFIRANPGEI 
ITISFQDFDIQGSRRCNLDWLTIETYKNIESYRACGSTIPPPYISSQDHIWIRFHSDDNI 
SRKGFRLAYFSGKSEEPNCACDQFRCGNGKCIPEAWKCNNMDECGDSSDEEICAKEANPP 
TAAAFQPCAYNQFQCLSRFTKVYTCLPESLKCDGNIDCLDLGDEIDCDVPTCGQWLKYFY 
GTFNSPNYPDFYPPGSNCTWLIDTGDHRKVILRFTDFKLDGTGYGDYVKIYDGLEENPHK 
LLRVLTAFDSHAPLTWSSSGQIRVHFCADKVNAARGFNATYQVDGFCLPWEIPCGGNWG 
CYTEQQRCDGYWHCPNGRDETNCTMCQKEEFPCSRNGVCYPRSDRCNYQNHCPNGSDEKN 
CFFCQPGNFHCKNNRCVFESWVCDSQDDCGDGSDEENCPVIVP 

•SE^IDNO: 145 


JU01j?p 


NOV311. 
CG51264-12 
DNA Sequence 


jGGTACCAATGGTGCTCTTGCAGAACATTCTGAAAATGTGCATATTTCAGGAGTGTCAACT 

{gcttgtggagagactccagagcaaatacgagcaccaagtggcataatcacaagcccaggc 
itggccttctgaatatcctgcaaaaatcaactgtagctggttcataagggcaaacccaggc 
■gaaatcattactataagttttcaggattttgatattcaaggatccagaaggtgcaatttg 

GACTGGTTGACAATAGAAACATACAAGAATATTGAAAGTTACAGAGCTTGTGGTTCCACA 

attccacctccgtatatctcttcacaagaccacatctggattaggtttcattcggatgac 

AA CAT CT CT AG AAAGGGTTT C AG ACTGG C AT ATTTTT CAGG G AAAT CTG AG G AAC C AAAT 
TGTGCTTGTGATCAGTTTCGTTGTGGTAATGGAAAGTGTATACCAGAAGCCTGGAAATGT 
AAT AAC AT G GATGAATGTGG AG AT AGTTC CG ATG AAG AG ATCTGTG C CAAAG AAG C AAAT 
CCTCCAACTGCTGCTGCTTTTCAACCCTGTGCTTACAACCAGTTCCAGTGTTTATCCCGT 
TTTACCAAAGTTTACACTTGCCTCCCCGAATCTTTAAAATGTGATGGGAACATTGACTGC 
CTTGACCTAGGAGATGAGATAGACTGTGATGTGCCAACATGTGGGCAATGGCTAAAATAT 
TTTTATGGTACTTTTAATTCTCCCAATTATCCAGACTTTTATCCTCCTGGAAGCAATTGC 
ACCTGGTTAATAGACACTGGTGATCACCGTAAAGTCATTTTACGCTTCACTGACTTTAAA 
CTTGATGGTACTGGTTATGGTGATTATGTCAAAATATATGATGGATTAGAGGAGAATCCA 
CACAAGCTTTTGCGTGTGTTGACAGCTTTTGATTCTCATGCACCTCTTACAGTTGTTTCT 
TCTTCTGGACAGATAAGGGTACATTTTTGTGCTGATAAAGTGAATGCTGCAAGGGGATTT 
jjAATGCTACTTACCAAGTAGATGGGTTCTGTTTGCCATGGGAAATACCCTGTGGAGGTAAC 
jTGGGGGTGTTATACTGAGCAGCAGCGTTGTGATGGGTATTGGCATTGCCCAAATGGAAGG 
GATGAAACCAATTGTACCATGTGCCAGAAGGAAGAATTTCCATGTTCCCGAAATGGTGTC 
■TGTTATCCTCGTTCTGATCGCTGCAACTACCAGAATCATTGCCCAAATGGCTCAGATGAA 
jAAAAACTGCTTTTTTTGCCAACCAGGAAATTTCCATTGTAAAAACAATCGTTGTGTGTTT 
IGAAAGTTGGGTGTGTGATTCTCAAGATGACTGTGGTGATGGCAGCGATGAAGAAAATTGC 
I CCAGTAATCGTGCCTCGGCCG 


]ORF Start: at 7 


jSEQ ID NO: 146 


1463 aa 


jO RF Stop: at 1396 
JmW at 52065.2k D 
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!NOV31l, 
jCG51264-12 
Protein 
jSequence 


'ngalaehsenvhisgvstacgetpeqirapsgiitspgwpseypakincswfiranpgei 
itisfqdfdiqgsrrcnldwltietykniesyracgstipppyissqdhiwirfhsddni 
srkgfrlayfsgkseepncacdqfrcgngkcipeawkcnnmdecgdssdeeicakeai>ipp 

STAAAFQPCAYNQFQCLSRFTKVYTCLPESLKCDGNIDCIiDLGDEIDCDVPTCGQWLKYFY 

ctfnspnypdfyppgsnctwlidtgdhrkvilrftdfkldgtgygdyvkiydgleenphk 
illrvltafdshapltwsssgqirvhfcadkvnaargfnatyqvdgfclpweipcggnwg 
cyteqqrcdgywhcpngrdetnctmcqkeefpcsrngvcyprsdrcnyqnhcpngsdekn 
cffcqpgnfhcknnrcvfeswvcdsqddcgdgsdeencpvivp 


jSEQIDNO: 147 


11401 bp 


T 


NOV31m, 
iCG51264-!3 
DNA Sequence 


jGGTATCAATGGTGCTCTTGCAGAACATTCTGAAAATGTGCATATTTCAGGAGTGTCAAC 
(TGCTTGTGGAGAGACTCCAGAGCAAATACGAGCACCAAGTGGCATAATCACAAGCCCAG 
GCTGGCCTTCTGAATATCCTGCAAAAATCAACTGTAGCTGGTTCATAAGGGCAAACCCA 
GGCGAAATCATTACTATAAGTTTTCAGGATTTTGATATTCAAGGATCCAGAAGGTGCAA 
TTTGG ACT GGTTG AC AAT AG AAA C AT AC AAG AAT ATTG AAAGTT AC AG AG CTT GT GGTT 
CTACAATTCCACCTCCGTATATCTCTTCACAAGACCACATCTGGATTAGGTTTCATTCG 
GATGACAACATCTCTAGAAAGGGTTTCAGACTGGCATATTTTTCAGGGAAATCTGAGGA 
AC C AAATTGTG C TTGTG ATCAGTTT C GTTGTGGT AATGG AAAG TGT ATAC C AG AAGC CT 
GGAAATGTAATAACATGGATGAATGTGGAGATAGTTCCGATGAAGAGATCTGTGCCAAA 
GAAGCAAATCCTCCAACTGCTGCTGCTTTTCAACCCTGTGCTTACAACCAGTTCCAGTG 
TTTATCCCGTTTTACCAAAGTTTACACTTGCCrCCCCGAATCTTTAAAATGTGATGGGA 
ACATTGACTGCCTTGACCTAGGAGATGAGATAGACTGTGATGTGCCAACATGTGGGCAA 
TGGCTAAAATATTTTTATGGTACTTTTAATTCTCCCAATTATCCAGACTTTTATCCTCC 
TGGAAGCAATTGCACCTGGTTAATAGACACTGGTGATCACCGTAAAGTCATTTTACGCT 
TCACTGACTTTAAACTTGATGGTACTGGTTATGGTGATTATGTCAAAATATATGATGGA 
TTAGAGGAGAATCCACACAAGCTTTTGCGTGTGTTGACAGCTTTTGATTCTCACGCACC 
TCTTACAGTTGTTTCTTCTTCTGGACAGATAAGGGTACATTTTTGTGCTGATAAAGTGA 
ATG CTG C AAGGGG ATTTAATG CTACTT A CC AAG T AG AT GGGTTCTGTTTGC C ATG G G AA 
ATACCCTGTGGAGGTAACTGGGGGTGTTATACTGAGCAGCAGCGTTGTGATGGGTATTG 
GCATTGCCCAAATGGAAGGGATGAAACCAATTGTACCATGTGCCAGAAGGAAGAATTTC 
C ATGTT C CCG AAATGGTGT CTG TT AT C C TCGTT CT G AT CG CTG C AACT AC C AG AAT CAT 
T G C C C AAATG GCT C AG ATG AAAAAAACTGCTTT T TTTG C C AACC AG G AAATTT CC ATTG 
TAAAAACAATCGTTGTGTGTTTGAAAGTTGGGTGTGTGATTCTCAAGATGACTGTGGTG 
ATGGCAGCGATGAAGAAAATTGCCCAGTAATCGTGCCTCGGCCG 

jORF Stop" at 1396 


!NOV31m> 
CG5 1264- 13 
Protein Sequence 


ORF Start: at 7 


1 


SEQ ID NO: 14S 


""(463 


aa 


TMW at 52065.2kD 


NGALAEHSENVHISGVSTACGETPEQIRAPSGI itspgwpseypakincswfiranpge 
iitisfqdfdiqgsrrcnldwltietykniesyracgstipppyissqdhiwirfhsdd 
nisrkgfrlayfsgkseepncacdqfrcgngkcipeawkcnnmdecgdssdeeicakea 
npptaaafqpcaynqfqclsrftkvytclpeslkcdgnidcldlgdeidcdvptcgqwl 
kyfygtfnspnypdfyppgsnctwlidtgdhrkvilrftdfkldgtgygdyvkiydgle 
enphkllrvltafdshapltwsssgqirvhfcadkvnaargfnatyqvdgfclpweip 
cggnwgcyteqqrcdgywhcpngrdetnctmcqkeefpcsrngvcyprsdrcnyqnhcp 
ngsdekncffcqpgnfhcknnrcvfeswvcdsqddcgdgsdeencpvivp 


NOV31n, 
CG5 1264-14 
DNA Sequence 


SEQ ID NO: 149 


1401 bp 


GGTACCAATGGTGCTCTTGCAGAACATTCTGAAAATGTGCATATTTCAGGAGTGTCAACT 


GCTTGTGGAGAGACTCCAGAGCAAATACGAGCACCAAGTGGCATAATCACAAGCCCAGGC 
TGGCCTTCTGAATATCCTGCAAAAATCAACTGTAGCTGGTTCATAAGGGCAAACCCAGGC 
GAAATCATTACTATAAGTTTTCAGGATTTTGATATTCAAGGATCCAGAAGGTGCAATTTG 
GACTGGTTGACAATAGAAACATACAAGAATATTGAAAGTTACAGAGCTTGTGGTTCCACA 
ATTCCACCTCCGTATATCTCTTCACAAGACCACATCTGGATTAGGTTTCATTCGGATGAC 
AACATCTCTAGAAAGGGTTTCAGACTGGCATATTTTTCAGGGAAATCTGAGGAACCAAAT 
TGTGCTTGTGATCAGTTTCGTTGTGGTAATGGAAAGTGTATACCAGAAGCCTGGAAATGT 
AATAACATGGATGAATGTGGAGATAGTTCCGATGAAGAGATCTGTGCCAAAGAAGCAAAT 
CCTCCAACTGCTGCTGCTTTTCAACCCTGTGCTTACAACCAGTTCCAGTGTTTATCCCGT 
TTTACCAAAGTTTACACTTGCCTCCCCGAATCTTTAAAATGTGATGGGAACATTGACTGC 
CTTGACCCAGGAGATGAGATAGACTGTGATGTGCCAACATGTGGGCAATGGCTAAAATAT 
TTTTATG GTACTTTTAATTCT CCC AATT AT CC AG ACTTTTATCCTCCTGG AAGCAATTG C 
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ACCTGGTTAATAGACACTGGTGATCACCGTAAAGTCATTTTACGCTTCACTGACTTTAAA 
CTTGATGGTACTGGTTATGGTGATTATGTCAAAATATATGATGGATTAGAGGAGAATCCA 
CACAAGCTTTTGCGTGTGTTGACAGCTTTTGATTCTCATGCACCTCTTACAGTTGTTTCT 
TCTTCTGGACAGATAAGGGTACATTTTTGTGCTGATAAAGTGAATGCTGCAAGGGGATTT 
AATGCTACTTACCAAGTAGATGGGTTCTGTTTGCCATGGGAAATACCCTGTGGAGGTGAC 
TGGGGGTGTTATACTGAGCAGCAGCGTTGTGATGGGTATTGGCATTGCCCAAATGGAAGG 
GATGAAACCAATTGTACCATGTGCCAGAAGGAAGAATTTCCATGTTCCCGAAATGGTGTC 
TGTTATCCTCGTTCTGATCGCTGCAACTACCAGAATCATTGCCCAAATGGCTCAGATGAA 
AAAAACTGCTTTTTTTGCCAACCAGGAAATTTCCATTGTAAAAACAATCGTTGTGTGTTT 
GAAAGTTGGGTGTGTGATTCTCAAGATGACTGTGGTGATGGCAGCGATGAAGAAAATTGC 
CCAGTAATCGTGCCTCGGCCG 


ORF Start: at 7 j _ jpRF Stop: at 1 396 


SEQ IDNO: 150 |463 aa 'jMW at 52050. lkD 

NOV3In, 
CG5 1264-14 
Protein Sequence 

NGALAEHSENVHISGVSTACGETPEQIRAPSGI ITSPGWPSEYPAKINCSWFIRANPGEI 
ITISFQDFDIQGSRRCNLDWLTIETYKNIESYRACGSTIPPPYISSQDHIWIRFHSDDNI 
SRKGFRLAYFSGKSEEPNCACDQFRCGNGKCIPEAWKCNNMDECGDSSDEEICAKEANPP 
TAAAFQ PCAYNQFQCLSRFTKVYTCLPESLKCDGNI DCLDPGDE I DCDVPTCGQWLKYFY 
GTFNSPNYPDFYPPGSNCTWLIDTGDHRKVILRFTDFKLDGTGYGDYVKIYDGLEENPHK 
LLRVLTAFDSHAPLTWSSSGQIRVHFCADKVNAARGFNATYQVDGFCLPWEIPCGGDWG 
CYTEQQRCDGYWHCPNGRDETNCTMCQKEEFPCSRNGVCYPRSDRCNYQNHCPNGSDEKN 
CFFCQPGNFHCKNNRCVFESWVCDSQDDCGDGSDEENCPVIVP 

SEq7dNO:T51 " '^$592 bp"" ~" "] ~ 

iNOV31o, 
CG51264-15 
DNA Sequence 

1 
i 

GGCCTGTCGCTGGAGCACAAAAGAGTCTCCGCGGTGGAGGTCTGCGTTGCTCTTGCTTTT 
CCTCGCTGGGGTGTACGGAAATGGTGCTCTTGCAGAACATTCTGAAAATGTGCATATTTC 
AGG AGTGTC AACTG CTTGTGG AG AG ACT C C AG AGC AAAT A CG AG C A C C AAGTGG C AT AAT 
CACAAGCCCAGGCTGGCCTTCTGAATATCCTGCAAAAATCAACTGTAGCTGGTTCATAAG 
GGCAAACCCAGGCGAAATCATTACTATAAGTTTTCAGGATTTTGATATTCAAGGATCCAG 
AAGGTGCAATTTGGACTGGTTGACAATAGAAACATACAAGAATATTGAAAGTTACAGAGC 
TTGTGGTTCCACAATTCCACCTCCGTATATCTCTTCACAAGACCACATCTGGATTAGGTT 
TCATTCGGATGACAACATCTCTAGAAAGGGTTTCAGACTGGCATATTTTTCAGGGAAATC 
TGAGGAACCAAATTGTGCTTGTGATCAGTTTCGTTGTGGTAATGGAAAGTGTATACCAGA 
AGCCTGGAAATGTAATAACATGGATGAATGTGGAGATAGTTCCGATGAAGAGATCTGTGC 
CAAAGAAGCAAATCCTCCAACTGCTGCTGCTTTTCAACCCTGTGCTTACAACCAGTTCCA 
GTGTTTATCCCGTTTTACCAAAGTTTACACTTGCCTCCCCGAATCTTTAAAATGTGATGG 
GAACATTGACTGCCTTGACCTAGGAGATGAGATAGACTGTGATGTGCCAACATGTGGGCA 
ATGGCTAAAATATTTTTATGGTACTTTTAATTCTCCCAATTATCCAGACTTTTATCCTCC 
TGGAAGCAATTGCACCTGGTTAATAGACACTGGTGATCACCGTAAAGTCATTTTACGCTT 
CACTGACTTTAAACTTGATGGTACTGGTTATGGTGATTATGTCAAAATATATGATGGATT 
AGAGGAGAATCCACACAAGCTTTTGCGTGTGTTGACAGCTTTTGATTCTCATGCACCTCT 
TACAGTTGTTTCTTCTTCTGGACAGATAAGGGTACATTTTTGTGCTGATAAAGTGAATGC 
TGCAAGGGGATTTAATGCTACTTACCAAGTAGATGGGTTCTGTTTGCCATGGGAAATACC 
CTGTGGAGGTAACTGGGGGTGTTATACTGAGCAGCAGCGTTGTGATGGGTATTGGCATTG 
CCCAAATGGAAGGGATGAAACCAATTGTACCATGTGCCAGAAGGAAGAATTTCCATGTTC 
CCGAAATGGTGTCTGTTATCCTCGTTCTGATCGCTGCAACTACCAGAATCATTGCCCAAA 
TGGCTCAGATGAAAAAAACTGCTTTTTTTGCCAACCAGGAAATTTCCATTGTAAAAACAA 
TCGTTGTGTGTTTGAAAGTTGGGTGTGTGATTCTCAAGATGACTGTGGTGATGGCAGCGA 
TGAAGAAAATTGCCCAGTAATCGTGCCTACAAGAGTCATCACTGCTGCCGTCATAGGGAG 
CCTCATCTGCGGCCTGTTACTCGTCATAGCATTGGGATGTACTTGTAAGCTTTATTCTCT 
GAGAATGTTTGAAAGAAGATCATTTGAAACACAGTTGTCAAGAGTGGAAGCAGAATTGTT 
AAGAAGAGAAGCTCCTCCCTCGTATGGACAATTGATTGCTCAGGGTTTAATTCCACCAGT 
TGAAGATTTTCCTGTTTGTTCACCTAATCAGGCTTCTGTTTTGGAAAATCTGAGGCTAGC 
GGTACGATCTCAGCTTGGATTTACTTCAGTCAGGCTTCCTATGGCAGGCAGATCAAGCAA 
CATTTGGAACCGTATTTTTAATTTTGCAAGATCACGTCATTCTGGGTCATTGGCTTTGGT 
CTCAGCAGATGGAGATGAGGTTGTCCCTAGTCAGAGTACCAGTAGAGAACCTGAGAGAAA 
TCATACTCACAGAAGTTTGTTTTCCGTGGAGTCTGATGATACAGACACAGAAAATGAGAG 
AAGAGATATGGCAGGAGCATCTGGTGGGGTTGCAGCTCCTTTGCCTCAAAAAGTCCCTCC 
CACAACGGCAGTAGAAGCGACAGTAGGAGCATGTGCAAGTTCCTCAACTCAGAGTACCCG 
AGGTGGTCATGCAGATAATGGAAGGGATGTGACAAGTGTGGAACCCCCAAGTGTGAGTCC 
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AGCACGTCACCAGCTTACAAGTGCACTCAGTCGTATGACTCAGGGGCTACGCTGGGTACG 
TTTTACATTAGGACGATCAAGTTCCCTAAGTCAGAACCAGAGTCCTTTGAGACAACTTGA 
TAATGGGGTAAGTGGAAGAGAAGATGATGATGATGTTGAAATGCTAATTCCAATTTCTGA 
TGGATCTTCAGACTTTGATGTGAATGACTGCTCCAGACCTCCTCTTGATCTTGCCTCAGA 
TCAAGGACAAGGGCTTAGACAACCATATAATGCAACAAATCCTGGAGTAAGGCCAAGTAA 
TCGAGATGGCCCCTGTGAGCGCTGTGGTATTGTCCACACTGCCCAGATACCAGACACTTG 
CTTAGAAGTAACACTGAAAAACGAAACGAGTGGTGATGAGGCTTTGTTACTTTGTTAGGT 
ACGAATCACATA 


ORF Start: at 2 | |ORF Stop: TAG at 2576 


SEQ ID NO: 1 52 (85S aa IMW at 94777.5kD 

NOV31o, 
CG5 1264-15 
Protein Sequence 

ACRWSTKESPRWRSALLLLFLAGVYGNGALAEHSENVHISGVSTACGETPEQIRAPSGII 
TSPGWPSEYPAKINCSWFIRANPGEIITISFQDFDIQGSRRCNLDWLTIETYKNIESYRA 
CGSTIPPPYISSQDHIWIRPHSDDNISRKGFRLAYPSGKSEEPNCACDQFRCGNGKCIPE 
AWKCNNMDECGDSSDEEICAKEANPPTAAAFQPCAYNQFQCLSRFTKVYTCLPESLKCDG 
NIDCLDLGDEIDCDVPTCGQWLKYFYGTFNSPNYPDFYPPGSNCTWLIDTGDHRKVILRF 
TDFKLDGTGYGDYVKIYDGLEENPHKLLRVLTAFDSHAPLTWSSSGQIRVHFCADKVNA 
ARGFNAT YQVDGFCLP WE I PCGGNWGCYTEQQRCDGYWHCPNGRDETNCTMCQKEEFPCS 
RNGVCYPRSDRCNYQNHCPNGSDEKNCFFCQPGNFHCKNNRCVFESt'fVCDSQDDCGDGSD 
EENCPVIVPTRVITAAVIGSLICGLLLVIALGCTCKLYSLRMFERRSFETQLSRVEAELL 
RREAPPSYGQLIAQGLIPPVEDFPVCSPNQASVLENLRLAVRSQLGFTSVRLPMAGRSSN 
IWNRIFNFARSRHSGSLALVSADGDEWPSQSTSREPERNHTHRSLFSVESDDTDTENER 
RDMAGASGGVAAPLPQKVPPTTAVEATVGACASSSTQSTRGGHADNGRDVTSVEPPSVSP 
ARHQLTSALSRMTQGLRWVRFTLGRSSSLSQNQSPLRQLDNGVSGREDDDDVEMLIPISD 
GSSDFDVNDCSRPPLDLASDQGQGLRQPYNATNPGVRPSNRDGPCERCGIVHTAQIPDTC 
LEVTLKNETSGDEALLLC 


SEQ ID NO: 153 |2560bp j 

NOV31p, 
CG51264-16 
DNA Sequence 

T ATGG CCTGT CGCTG GAG C AC AAAAG AGTCTCCG CG GT G G AGGTCT G CGTTG CT CTTG CT 
TTTCCTCGCTGGGGTGTACGCTTGTGGAGAGACTCCAGGGCAAATACGAGCACCAAGTGG 
CATAATCACAAGCCCAGGCTGGCCTTCTGAATATCCTGCAAAAATCAACTGTAGCTGGTT 
CATAAGGGCAAACCCAGGCGAAATCATTACTATAAGTTTTCAGGATTTTGATATTCAAGG 
ATCCAGAAGGTGCAATTTGGACTGGTTGACAATAGAAACATACAAGAATATTGAAAGTTA 
CAGAGCTTGTGGTTCCACAATTCCACCTCCGTATATCTCTTCACAAGACCACATCTGGAT 
TAGGTTTCATTCGGATGACAACATCTCTAGAAAGGGTTTCAGACTGGCATATTTTTCAGG 
GAAATCTGAGGAACCAAATTGTGCTTGTGATCAGTTTCGTTGTGGTAATGGAAAGTGTAT 
ACCAGAAGCCTGGAAATGTAATAACATGGATGAATGTGGAGATAGTTCCGATGAAGAGAT 
CTGTGCCAAAGAAGCAAATCCTCCAACTGCTGCTGCTTTTCAACCCTGTGCTTACAACCA 
GTTCCAGTGTTTATCCCGTTTTACCAAAGTTTACACTTGCCTCCCCGAATCTTTAAAATG 
TGATGGGAACATTGACTGCCTTGACCTAGGAGATGAGATAGACTGTGATGTGCCAACATG 
TGGGCAATGGCTAAAATATTTTTATGGTACTTTTAATTCTCCCAATTATCCAGACTTTTA 
TCCTCCTGGAAGCAATTGCACCTGGTTAATAGACACTGGTGATCACCGTAAAGTCATTTT 
ACGCTTCACTGACTTTAAACTTGATGGTACTGGTTATGGTGATTATGTCAAAATATATGA 
TGGATTAGAGGAGAATCCACACAAGCTTTTGCGTGTGTTGACAGCTTTTGATTCTCATGC 
ACCTCTTACAGTTGTTTCTTCTTCTGGACAGATAAGGGTACATTTTTGTGCTGATAAAGT 
GAATGCTGCAAGGGGATTTAATGCTACTTACCAAGTAGATGGGTTCTGTTTGCCATGGGA 
AATACCCTGTGGAGGTAACTGGGGGTGTTATACTGAGCAGCAGCGTTGTGATGGGTATTG 
GCATTGCCCAAATGGAAGGGATGAAACCAATTGTACCATGTGCCAGAAGGAAGAATTTCC 
ATGTTCCCGAAATGGTGTCTGTTATCCTCGTTCTGATCGCTGCAACTACCAGAATCATTG 
CCCAAATGGCTCAGATGAAAAAAACTGCTTTTTTTGCCAACCAGGAAATTTCCATTGTAA 
AAACAATCGTTGTGTGTTTGAAAGTTGGGTGTGTGATTCTCAAGATGACTGTGGTGATGG 
CAGCGATGAAGAAAATTGCCCAGTAATCGTGCCTACAAGAGTCATCACTGCTGCCGTCAT 
AGGGAGCCTCATCTGTGGCCTGTTACTCGTCATAGCATTGGGATGTACTTGTAAGCTTTA 
TTCTCTGAGAATGTTTGAAAGAAGATCATTTGAAACACAGTTGTCAAGAGTGGAAGCAGA 
ATTGTTAAGAAGAGAAGCTCCTCCCTCGTATGGACAATTGATTGCTCAGGGTTTAATTCC 
ACCAGTTGAAGATTTTCCTGTTTGTTCACCTAATCAGGCTTCTGTTTTGGAAAATCTGAG 
GCTAGCGGTACGATCTCAGCTTGGATTTACTTCAGTCAGGCTTCCTATGGCAGGCAGATC 
AAGCAACATTTGGAACCGTATTTTTAATTTTGCAAGATCACGTCATTCTGGGTCATTGGC 
TTTGGTCTCAGCAGATGGAGATGAGGTTGTCCCTAGTCAGAGTACCAGTAGAGAACCTGA 
GAGAAATCATACTCACAGAAGTTTGTTTTCCGTGGAGTCTGATGATACAGACACAGAAAA 
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TGAGAGAAGAGATATGGCAGGAGCATCTGGTGGGGTTGCAGCTCCTTTGCCTCAAAAAGT 
CCCTCCCACAACGGCAGTAGAAGCGACAGTAGGAGCATGTGCAAGTTCCTCAACTCAGAG 
TACCCGAGGTGGTCATGCAGATAATGGAAGGGATGTGACAAGTGTGGAACCCCCAAGTGT 
GAGTCCAGCACGTCACCAGCTTACAAGTGCACTCAGTCGTATGACTCAGGGGCTACGCTG 
GGTACGTTTTACATTAGGACGATCAAGTTCCCTAAGTCAGAACCAGAGTCCTTTGAGACA 
ACTTGATAATGGGGTAAGTGGAAGAGAAGATGATGATGATGTTGAAATGCTAATTCCAAT 
TTCTGATGGATCTTCAGACTTTGATGTGAATGACTGCTCCAGACCTCTTCTTGATCTTGC 
CTCAGATCAAGGACAAGGGCTTAGACAACCATATAATGCAACAAATCCTGGAGTAAGGCC 
AAGTAATCGAGATGGCCCCTGTGAGCGCTGTGGTATTGTCCACACTGCCCAGATACCAGA 
CACTTGCTTAGAAGTAACACTGAAAAACGAAACGAGTGATGATGAGGCTTTGTTACTTTG 
TTAGGTACGAATCACATAAGGGCGATTCCAGCACCTGGCT 

ORF Start: ATG at 2 iORF Stop: TAG at 2522 


SEQ ID NO: 1 54 {840 aa |M W at 93049.7kD 

NOV31p, 
CG5 1264-1 6 
Protein Sequence 

MACRWSTKESPRWRSALLLLFLAGVYACGETPGQIRAPSGIITSPGWPSEYPAKINCSWF 
IRANPGEIITISFQDFDIQGSRRCNLDWLTIETYKNIESYRACGSTIPPPYISSQDHIWI 
RFHSDDNISRKGFRLAYFSGKSEEPNCACDQFRCGNGKCIPEAWKCNNMDECGDSSDEEI 
CAKEANPPTAAAFQPCAYNQFQCLSRFTKVYTCLPESLKCDGNIDCLDLGDEIDCDVPTC 
GQWLKYFYGTFNSPNYPDFYPPGSNCTWLIDTGDHRKVILRFTDFKLDGTGYGDYVKIYD 
GLEENPHKLLRVLTAFDSHAPLTWSSSGQIRVHFCADKVNAARGFNATYQVDGFCLPWE 
IPCGGNWGCYTEQQRCDGYWHCPNGRDETNCTMCQKEEFPCSRNGVCYPRSDRCNYQNHC 
PNGSDEKNCFFCQPGNFHCKNNRCVFESWVCDSQDDCGDGSDEENCPVIVPTRVITAAVI 
GSLICGLLLVIALGCTCKLYSLRMFERRSFETQLSRVEAELLRREAPPSYGQLIAQGLIP 
PVEDFPVCSPNQASVLENLRLAVRSQIiGFTSVRLPMAGRSSNIWNRIFNFARSRHSGSLA 
LVSADGDEWPSQSTSREPERNHTHRSLFSVESDDTDTENERRDMAGASGGVAAPLPQKV 
PPTTAVEATVGACASSSTQSTRGGHADNGRDVTSVEPPSVSPARHQLTSALSRMTQGLRW 
VRFTLGRSSSLSQNQSPLRQLDNGVSGREDDDDVEMLIPISDGSSDFDVNDCSRPLLDLA 
SDQGQGLRQPYNATNPGVRPSNRDGPCERCGIVHTAQIPDTCLEVTLKNETSDDEAL.LLC 


Sequence comparison of the above protein sequences yields the following sequence 


relationships shown in Table 3 IB. 


Table 31B. Comparison of NOV31a against NOV31b through NOV31p. 

; 

Protein Sequence 

NOV31a Residues/ 

Identities/ 

Match Residues 

Similarities for the Matched Region 

NOV31b 

1..423 

422/442 (95%) 


1..442 

422/442 (95%) 

NOV31c 

L.423 

422/423 (99%) 


1..423 

422/423 (99%) 

NOV31d 

1..840 

826/840 (9S%) 


1..840 

826/840 (98%) 

NOV31e 

1..840 

815/840 (97%) 


1..837 

816/840 (97%) 

NOV31f 

1..423 

422/423 (99%) 


40..462 

422/423 (99%) 

NOV31g 

1..840 

826/859 (96%) 

1..859 

826/859 (96%) 

NOV31h 

27..471 

430/445 (96%) 


19..463 

430/445 (96%) 
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NOV31i 

i 

27..471 
19..463 

430/445 (96%) ' 
430/445 (96%) 

'NOV3ij 
t 

28..471 
20..463 

429/444 (96%) 
429/444 (96%) 

NOV31k 

27..471 
19..463 

430/445 (96%) 
430/445 (96%) 

NOV311 

27..471 
19..463 

431/445 (96%) 
431/445 (96%) 

NOV3Im 

27.. 471 1 
19..463 

431/445 (96%) 
431/445 (96%) ' 

NOV31n 

27.. 471 
19..463 

429/445 (96%) 
430/445 (96%) 

JNOV310 

2..840 
1..S58 

823/858 (95%) 
823/858 (95%) 

jNOV31p 

1..840 
| 1..840 

825/840 (98%) 
825/840 (98%) 


Further analysis of the NO V3 1 a protein yielded the following properties shown in 


Table 3 1C. 


j Table 31C. Protein Sequence Properties NOV31a 

[pSort analysis: \ 0.4600 probability located in plasma membrane; 0.1000 probability located in 
j J endoplasmic reticulum (membrane); 0.1000 probability located in 

j J endoplasmic reticulum (lumen); 0.1000 probability located in outside 

fsignalP analysis: j Cleavage site between residues 28 and 29 

A search of the NOV3 la protein against the Geneseq database, a proprietary 

5 database that contains sequences published in patents and patent publication, yielded several 

homologous proteins shown in Table 3 ID. 


Table 31D. Geneseq Results for NOV31a 

Geneseq 
Identifier 

• 

Protein/Organisni/Length 
[Patent #, Datel 

NOV31a 
Residues/ 
Match 
Residues 

Identities/ J r 
Similarities for the | v * , 
Matched Region j IUC 

S i 

AAB70544 

Human PRO 14 protein 
sequence SEQIDN0:2S- 
Homo sapiens, 840 aa. 
[WO200110902-A2, 15- 
FEB-2001] 

1..840 
1..840 

840/840(100%) j 0.0 
840/840(100%) j 

| 

i 
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AAO20441 

Protein of the human cancer 
suppressor gene 98 - Homo 
sapiens. 894 aa. 
[CN132S030-A r 26-DEC- 
2001 J 

1..840 
36..894 

840/859 (97%) i 
840/859 (97%) 

0.0 

AAU14316 

i 

Human novel protein #187 - 
Homo sapiens, S59 aa. 
[WO200155437-A2,02- 
AUG-200I] ; 

1..840 
I. .859 

840/859 (97%) 
840/859 (97%) 

0.0 

AAB423I7 

Human ORFX ORF2081 
polypeptide sequence SEQ 
ID NO:4162 - Homo sapiens, 
859 aa. (WO200058473-A2, 
05-OCT-2000] 

1..840 
1..859 

840/859 (97%) 
840/859 (97%) 

0.0 

AAY02381 

Polypeptide identified by the 
signal sequence trap method 
- Homo sapiens, 859 aa. 
[W0991S126-A1, 15-APR- 
1999] 

1..840 
L.859 

840/859 (97%) 
840/859 (97%) 

0.0 


In a BLAST search of public sequence datbases, the NOV3 la protein was found to 


have homology to the proteins shown in the BLASTP data in Table 31 E. 


Table 31E. Public BLASTP Results for NOV31a 

Protein 

Accession 

Number 

Protein/Organism/Length 

NOV31a 
Residues/ 
Match 
Residues 

Identities/ 
Similarities for the 
Matched Portion 

i 

Expect 
Value 

CAC33422 

Sequence 27 from Patent 
WO01 10902 - Homo sapiens 
(Human), 840 aa. 

1..840 
1..840 

S40/840 (100%) 1 0.0 
840/840(100%) 

i _. . 

Q9Y561 

ST7 protein - Homo sapiens 
(Human), 859 aa. 

1..840 
1..859 

840/859 (97%) 
S40/859 (97%) 

0.0 



Q9BE74 

Hypothetical 73.8 kDa 
protein - Macaco fasciculahs 
(Crab eating macaque) 
(Cynomolgus monkey). 672 
aa. 

169..840 
1..672 

663/672 (98%) 
666/672 (98%) 

0.0 

CAC38967 j Sequence 1 9 from Patent 

j WOO 1 19856 - Homo sapiens 
j (Human), 430 aa. 

1..423 
1..423 

422/423 (99%) 
422/423 (99%) 

0.0 

CAC33423 

Sequence 29 from Patent 
WOO 1 10902 - Homo sapiens 
(Human)., 449 aa. 

I. .423 
I ..442 

422/442 (95%) 
422/442 (95%) 

0.0 
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PFam analysis predicts that the N0V31a protein contains the domains shown in 
Table 3 IF. 


Table 31F. Domain Analysis of NOV31a 

Pfam Domain 

NOV31a Match Region 

Identities/ 
Similarities 
for the Matched 
Region 

Expect Value 

CUB 

28 .137 

41/119(34%) 
89/119(75%) 

3.9e-31 

Idlj-ecept_a 

145..183 

19/43 (44<>/ 0 ) 
30/43 (70%) 

2.1e-10 

ldi_recept_a 

194..237 

17/47 (36%) 
27/47 (57%) 

6.6e-05 

CUB 

240..350 

42/120 (35%) 
83/120 (69%) 

6.6e-23 

!dlj*ecept_a 

354..393 

15/43 (35%) 
23/43 (53%) 

0.072 

ldl_recept_a 

394..431 

17/44 (39%) 
27/44(61%) 

0.045 

ldlj*ecept_a 

432..46S 

21/43 (49%) 
32/43 (74%) 

l.4e-ll 


Example 32. 


5 The NOV32 clone was analyzed, and the nucleotide and encoded polypeptide 

sequences are shown in Table 32A. 


Table 32A. NOV32 Sequence Analysis 


SEQlDNO:155 ]2365 bp j 

NOV32a, 
CG52423-0I 
DNA Sequence 

ACGCGTTCGATATCCGCCCGGAGCTCCGGCGCAGCTCCTCCACCTTGGAGCTCATGAGAG 

CAGGCCTGGTGGTGAGCAGGGACGGTGCACCGGACGGCGGGATCGAGCAAATGGGTCTGG 
CCATGGAGCACGGAGGGTCCTACGCTCGGGCGGGGGGCAGCTCTCGGGGCTGCTGGTATT 
ACCTGCGCTACTTCTTCCTCTTCGTCTCCCTCATCCAATTCCTCATCATCCTGGGGCTCG 
TGCTCTTCATGGTCTATGGCAACGTGCACGTGAGCACAGAGTCCAACCTGCAGGCCACCG 
AGCGCCGAGCCGAGGGCCTATACAGTCAGCTCCTAGGGCTCACGGCCTCCCAGTCCAACT 
TGACCAAGGAGCTCAACTTCACCACCCGCGCCAAGGATGCCATCATGCAGATGTGGCTGA 
ATGCTCGCCGCGACCTGGACCGCATCAATGCCAGCTTCCGCCAGTGCCAGGGTGACCGGG 
TCATCTACACGAACAATCAGAGGTACATGGCTGCCATCATCTTGAGTGAGAAGCAATGCA 
GAGATCAATTCAAGGACATGAACAAGAGCTGCGATGCCTTGCTCTTCATGCTGAATCAGA 
AGGTGAAGACGCTGGAGGTGGAGATAGCCAAGGAGAAGACCATTTGCACTAAGGATAAGG 
AAAGCGTGCTGCTGAACAAACGCGTGGCGGAGGAACAGCTGGTTGAATGCGTGAAAACCC 
GGGAGCTGCAGCACCAAGAGCGCCAGCTGGCCAAGGAGCAACTGCAAAAGGTGCAAGCCC 
TCTGCCTGCCCCTGGACAAGGACAAGTTTGAGATGGACCTTCGTAACCTGTGGAGGGACT 
CCATTATCCCACGCAGCCTGGACAACCTGGGTTACAACCTCTACCATCCCCTGGGCTCGG 
AATTGGCCTCCATCCGCAGAGCCTGCGACCACATGCCCAGCCTCATGAGCTCCAAGGTGG 
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Iaggagctggcccggagcctccgggcggatatcgaacgcgtggcccgcgagaactcagacc 

TCCAACGCCAGAAGCTGGAAGCCCAGCAGGGCCTGCGGGCCAGTCAGGAGGCGAAACAGA 
AGGTGGAGAAGGAGGCTCAGGCCCGGGAGGCCAAGCTCCAAGCTGAATGCTCCCGGCAGA 
CCCAGCTAGCGCTGGAGGAGAAGGCGGTGCTGCGGAAGGAAPGAGAPAAPPTGGCPAAGG 
AGCTGGAAttA^AACJAA^ArtftfiArcGCGGAGnAnCTCA^n 

CAGCCCTGGAPAPPTGPATPAAGACCAAGTPGCAGPPnz\T(TATnppA(TFPTPAAnnpppiY 
TGGGCCCTGtppppaapppppagcccatpgapcpagptap,pptp,p.ap,rap.ttpa apap^a 

AGATCCTGGAGTPPPAGAGGPPCCCTGCAGGCATCCPTP,TAP,PPPPATPPAPTP.P,PT£3AP 

GAGGPTPPapppptpappappa APPPATPPPPPPAPTPPpppPTTTPpppAppziTPPapp 

GATATGPTPAPAPPf5PPPPAPAPAAPPPPPTPPPPPPPPPPPP2il\PPilPPPl\P^PPP21PP 

ATPAPAPA APTPPPTPPATPP A A APPPPT APT A PPPTPTPAP&PPPPPZlPPPPPPPPTPZi 

CGATCCCTCACCCAGAGCACACGGCCGCGGAGATGACGTCACCCAAGCAACGGCGCTGAC 

GTCACATATCACCGTGGTGATGGCGTCACGTGGCCATGTAGACGTCACGAAGAGATATAG 

CGATGGCGTCGTGCAGATGCAGCACGTCGCACACAGACATGGGGAACTTGGCATGACGTC 

ACACCGAGATGCAGCAACGACGTCACGGGCCATGTCGACGTCACACATATTAATGTCACA 

C AG AC G CGG C G ATG G CAT C AC AC AG AC G GT G ATG ATGTC ACA C AC AGACAC AG TG AC AAC 

ACACACCATGACAACGACACCTATAGATATGGCACCAACATCACATGCACGCATGCCCTT 

TCACACACACTTTCTACCCAATTCTCACCTAGTGTCACGTTCCCCCGACCCTGGCACACG 

GGCCAAGGTACCCACAGGATCCCATCCCCTCCCGCACAGCCCTGGGCCCCAGCACCTCCC 

CTCCTCCAGCTTCCTGGCCTCCCAGCCACTTCCTCACCCCCAGTGCCTGGACCCGGAGGT 

GAGAACAGGAAGCCATTCACCTCCGCTCCTTGAGCGTGAGTGTTTCCAGGACCCCCTCGG 

GGCCCTGAGCCGGGGGTGAGGGTCACCTGTTGTCGGGAGGGGAGCCACTCCTTCTCCCCC 

AACTCCCAGCCCTGCCTGTGGCCCGTTGAAATGTTGGTGGCACTTAATAAATATTAGTAA 


AT C C TT AJU^AAAAAAAJUVAAAAAAA 

! |ORF Start: ATG at 54 j [ORF Stop: TGA at i 437 

|SEQ ID NO: 156 |461 aa |MW at 52503.8kD 

!MOV32a, j 
CG52423-01 ! 
Protein Sequence 

MRAGLWSRDGAPDGGIEQMGLAMEHGGSYARAGGSSRGCWYYLRYFFLFVSLIQFLIIL 
GLVLFMVYGNVHVSTESNLQATERRAEGLYSQLLGLTASQSNLTKELNFTTRAKDAIMQM 
WLNARRDLDRINASFRQCQGDRVIYTNNQRYMAAIILSEKQCRDQFKDMNKSCDALLFML 
NQKVKTLEVEIAKEKTICTKDKESVLLNKRVAEEQLVECVKTRELQHQERQLAKEQLQKV 
QALCLPLDKDKFEMDLRNLWRDSI I PRSLDNLGYNLYHPLGSELASIRRACDHMPSLMSS 
KVEELARSLRADIERVARENSDLQRQKLEAQQGLRASQEAKQKVEKEAQAREAKLQAECS 
RQTQLALEEKAVLRKERDNLAKELEEKKREAEQLRMELAIRNSALDTCIKTKSQPMMPVS 
RPMGPVPNPQPIDPASLEEFKRKILESQRPPAGIPVAPSSG 


Twenty polymorphic variants of NOV32a have been identified and are shown in 
Table 41 L. Further analysis of the NOV32a protein yielded the following properties shown 
in Table 32B. 


Table 32B. Protein Sequence Properties NOV32a 

PSort analysis: 

0.7900 probability located in plasma membrane; 0.6000 probability located in 
nucleus; 0.3000 probability located in microbody (peroxisome); 0.3000 
probability located in Golgi body 

SignalP analysis: 

Cleavage site between residues 70 and 71 


A search of the NOV32a protein against the Geneseq database, a proprietary 


database that contains sequences published in patents and patent publication, yielded several 
homologous proteins shown in Table 32C. 


Table 32C Geneseq Results for NOV32a 
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j 

Geneseq 
1 Identifier 

Protein/Organism/Length 
[Patents Date] 

NOV32a 
Residues/ 
Match 
Residues 

Identities/ 
Similarities for the 
Matched Region 

Expect 
Value 

|AAB42154 

I 

i 

! 

Human ORFX ORF1918 
polypeptide sequence SEQ 
ID NO:3836 - Homo sapiens, 
479 aa. [WO200058473-A2, 
05-OCT-2000] 

1..461 
19..479 

461/461 (100%) 
461/461 (100%) 

0.0 

AAM41619 

Human polypeptide SEQ ID 
NO 6550 - Homo sapiens. 
457 aa. [WO200153312-AK 
26-JUL-2001] 

7..461 
3..457 

454/455 (99%) 
454/455 (99%) 

0.0 

j AAE06600 
i 

Human protein having 
hydrophobic domain, 
HP10787 - Homo sapiens. 
442 aa. [WO20014972S-A2, 

1 ^ TT IT A AA4 1 

12-JUL-2001] 

20..461 
1..442 

442/442 (100%) 
442/442(100%) 

0.0 

:AAM39833 

1 

i 

j 
i 

Human polypeptide SEQ ID 
NO 2978 - Homo sapiens. 
442 aa. [WO200153312-A1, 
26-JUL-2001] 

20..461 
1 ..442 

439/442 (99%) 
439/442 (99%) 

0.0 

'aAY122S0 

i 
» 

Human 5' EST secreted 
protein SEQIDNO:311 - 
Homo sapiens, 1 05 aa. 
[WO990654S-A2, 11-FEB- 
1999] 

20.. 1 24 
1..I05 

104/105 (99%) 
104/105 (99%) 

3e-54 


In a BLAST search of public sequence clatbases, the NOV32a protein was found to 


have homology to the proteins shown in the BLASTP data in Table 32D. 


Table 32D. Public BLASTP Results for NOV32a 

! 

I Protein 
j Accession 
1 Number 

Protein/Organism/Length 

NOV32a 
Residues/ 
Match 
Residues 

Identities/ 
Similarities for the 
Matched Portion 

Expect 
Value 

CAD39027 

Hypothetical protein - Homo 
sapiens (Human), 456 aa 
(fragment). 

6..461 
1..456 

456/456(100%) 
456/456(100%) 

0.0 

Q9BX97 

PV1 protein - Homo sapiens 
(Human), 442 aa. 

20..461 
L.442 

442/442(100%) 
442/442(100%) 

0.0 

Q9BZD5 

Fenestrated-endothelial 
linked structure protein - 
Homo sapiens (Human), 442 
aa. 

20..461 
L.442 

441/442 (99%) 
441/442(99%) 

„.j 

0.0 
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;BAC04681 

CDNA FLJ38711 fis, clone 
KIDNE2003507, highly 
similar to Homo sapiens PV1 
protein (PLVAP) mRNA - 
Homo sapiens (Human), 437 
aa. 

20..461 436/442 (98%) 

1..437 {436/442(98%) 
i 

i 

i 

i 
i 

1 

0.0 

Q91VC4 

MECA32 (Similar to 
PLASMALEMMA vesicle 
associated protein) - Plus 
muscithts (Mouse), 438 aa. 

20..461 1273/442 (61%) 
1..438 j 351/442 (78%) 

1 

I 

e-156 


PFam analysis predicts that the NOV32a protein contains the domains shown in 
Table 32E. 


J Table 32E. Domain Analysis of NOV32a 



; 


Identities/ 


] Pfam Domain 

i 

NOV32a Match Region 

Similarities 
for the Matched 
Region 

Expect Value 

r ~ " _ 


Example 33. 


The NOV33 clone was analyzed, and the nucleotide and encoded polypeptide 
5 sequences are shown in Table 33A. 


'Table 33A. NOV33 Sequence Analysis 

.. — 

SEQIDNO:157 ! 1482 bp \ 

NOV33aT ~~ 

CCAGGCGCTGGCCGTGGTGCTGATTCTGTCAGGCGCTGGCGGCGGCAGCGGCGGTGACGG 

CG529 19-01 

CTGCGGCCCCGCTCCCTCTACCCGGCCGGACCCGGCTCTGCCCCCGCGCCCAAGCCCCAC 

DNA Sequence 

CAAGCCCCCCGCCCTCCCGCCGCGGTCCCAGCCCAGGGCGCGGCCGCAACCAGCACCATG 

CGCCCGGTAGCCCTGCTGCTCCTGCCCTCGCTGCTGGCGCTCCTGGCTCACGGACTCTCT 
TTAGAGGCCCCAACCGTGGGGAAAGGACAAGCCCCAGGCATCGAGGAGACAGATGGCGAG 
CTGACAGCAGCCCCCACACCTGAGCAGCCAGAACGAGGCGTCCACTTTGTCACAACAGCC 
CCCACCTTGAAGCTGCTCAACCACCACCCGCTGCTTGAGGAATTCCTACAAGAGGGGCTG 
GAAAAGGGAGATGAGGAGCTGAGGCCAGCACTGCCCTTCCAGCCTGACCCACCTGCACCC 
TTCACCCCAAGTCCCCTTCCCCGCCTGGCCAACCAGGACAGCCGCCCTGTCTTTACCAGC 
CCCACTCCAGCCATGGCTGCGGTACCCACTCAGCCCCAGTCCAAGGAGGGACCCTGGAGT 
CCGGAGTCAGAGTCCCCTATGCTTCGAATCACAGCTCCCCTACCTCCAGGGCCCAGCATG 
GCAGTGCCCACCCTAGGCCCAGGGGAGATAGCCAGCACTACACCCCCCAGCAGAGCCTGG 
ACACCAACCCAAGAGGGTCCTGGAGACATGGGAAGGCCGTGGGTTGCAGAGGTTGTGTCC 
CAGGGCGCAGGGATCGGGATCCAGGGGACCATCACCTCCTCCACAGCTTCAGGAGATGAT 
GAGGAGACCACCACTACCACCACCATCATCACCACCACCATCACCACAGTCCAGACACCA 
GGTCAGCTACCTGCTGGCTTGCAGATGTGGAAATGGGGATGGGGGAGGCTGCGGGGCCCC 
TAAAAGCCTGTCTCTGACACTGTGCCAGCCTGCCCTGCCCTTTGGCACCAAGGGCCAGCC 
TGCAGGAGGCATGTAGATTGGACCCAGATAGACCTGAGCTCAAATCCTGATTCTTCAGCC 

[AAGTACAGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCAGAGGCCAGTGGATCAT 


CTGAGGTCAGGAGTTCAAGACCCTCCTGGCCAACATGGCGAAACACCATCTCTACTAAAA 


ATACAAAAATGAGCCGGGCATGGTGGTGGGCACCTGTAATCCCAGCTACTCGGGAGGCTG 


AGGCAGGAGAATCACTCAAACCTGGGAGGCAGAGGTTGCAGTGAGCTGAGATTGCACCAT 


TGCACTCCAGCCTGGGCAACAGAGCGAGACTCTGTCTCAAAAAAGAAAAAATCTTGATTC 


TTCCAACTATAACATGACCCTAGGAATTCTATTTAACATCTCATCTCTGAGCCTCATCTG 
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I.taaaatggcaataagaaaataaacttctggctagaaaaaaaa 

TORF Start: ATG at 1 78 | [ORF Stop: TAA at 96 1 

ISEQ IDNO: 158 |261 aa |MW at 27471. SkD 

NOV33a, 
CG529 19-01 
Protein Sequence 

mrpvallllpsllallWglsleaptvgkgqapgieetdgeltaaptpeqpergvhfvtt 

APTLKLLNHHPLLEEFLQEGLEKGDEELRPALPFQPDPPAPFTPSPLPRLANQDSRPVFT 
SPTPAMAAVPTQPQSKEGPWSPESESPMLRITAPLPPGFSMAVPTLGPGEIASTTPPSRA 
WTPTQEGPGDMGRPWVAEWSQGAGIGIQGTITSSTASGDDEETTTTTTIITTTITTVQT 

PGQLPAGLQMWKWGWGRLRGP _ „ 

NOV33b, 
CG52919-02 
DNA Sequence 

SEQ ID NO: 159 ]2l27 bp j ... . 

ccaggVgctggccgtg 

CTGCGGCCCCGCTCCCTCTACCCGGCCGGACCCGGCTCTGCCCCCGCGCCCAAGCCCCAC 

CAAGCCCCCCGCCCTCCCGCCGCGGTCCCAGCCCAGGGCGCGGCCGCAACCAGCACCATG 

CGCCCGGTAGCCCTGCTGCTCCTGCCCTCGCTGCTGGCGCTCCTGGCTCACGGACTCTCT 
TTAGAGGCCCCAACCGTGGGGAAAGGACAAGCCCCAGGCATCGAGGAGACAGATGGCGAG 
CTGACAGCAGCCCCCACACCTGAGCAGCCAGAACGAGGCGTCCACTTTGTCACAACAGCC 
CCCACCTTGAAGCTGCTCAACCACCACCCGCTGCTTGAGGAATTCCTACAAGAGGGGCTG 
GAAAAGGGAGATGAGGAGCTGAGGCCAGCACTGCCCTTCCAGCCTGACCCACCTGCACCC 
TTCACCCCAAGTCCCCTTCCCCGCCTGGCCAACCAGGACAGCCGCCCTGTCTTTACCAGC 
CCCACTCCAGCCATGGCTGCGGTACCCACTCAGCCCCAGTCCAAGGAGGGACCCTGGAGT 
CCGGAGTCAGAGTCCCCTATGCTTCGAATCACAGCTCCCCTACCTCCAGGGCCCAGCATG 
GCAGTGCCCACCCTAGGCCCAGGGGAGATAGCCAGCACTACACCCCCCAGCAGAGCCTGG 
ACACCAACCCAAGAGGGTCCTGGAGACATGGGAAGGCCGTGGGTTGCAGAGGTTGTGTCC 
C AGGG CG C AG G GAT CGGG ATC C AGGGGAC CAT C ACCTCCTCC AC AGCTT C AGG AG ATG AT 
GAGGAGACCACCACTACCACCACCATCATCACCACCACCATCACCACAGTCCAGACACCA 
GGCCCTTGTAGCTGGAATTTCTCAGGCCCAGAGGGCTCTCTGGACTCCCCTACAGACCTC 
AGCTCCCCCACTGATGTTGGCCTGGACTGCTTCTTCTACATCTCTGTCTACCCTGGCTAT 
GGCGTGGAAATCAAGGTCCAGAATATCAGCCTCCGGGAAGGGGAGACAGTGACTGTGGAA 
GGCCTGGGGGGGCCTGACCCACTGCCCCTGGCCAACCAGTCTTTCCTGCTGCGGGGCCAA 

________ ^./^/-i/-.^^/-ii^/-<7v r*r>-* 7\/^r»r , r , r i r i r , 'Tr , iir , CTTPr , ar;&r?PCTCCCGCCACCGGCT 

GTCATCCGCAGCCCCACCCACCAAGCGGCCL. 1 x i LLabrt^^L i uuc<j^^l.^.vj«^ x 

GGCCCTGGCACCTTCCATTTCCATTACCAAGCCTATCTCCTGAGCTGCCACTTTCCCCGT 

CGTCCAGCTTATGGAGATGTGACTGTCACCAGCCTCCACCCAGGGGGTAGTGCCCGCTTC 

CATTGTGCCACTGGCTACCAGCTGAAGGGCGCCAGGCATCTCACCTGTCTLAATGCCACC 

CAGCCCTTCTGGGATTCAAAGGAGCCCGTCTGCATCGCTGCTTGCGGCGGAGTGATCCGC 

AATGGCACCACCGGCCGCATCGTCTCTCCAGGCTTCCCGGGCAACTACAGCAACAACCTC 

ACCTGTCACTGGCTGCTTGAGGCTCCTGAGGGCCAGCGGCTACACCTGCACTTTGAGAAG 

GTTTCCCTGGCAGAGGATGATGACAGGCTCATCATTCGCAATGGGGACAACGTGGAGGCC 

CCACCAGTGGGAAAAAGCTCCCTGCAGCTGCCCCGCCCCCGCCCCCGCCCCTACAACCGC 

ATTACCATAGAGTCAGCGTTTGACAATCCAACTTACGAGACTGGAGAGACGAGAGAATAT 

GAAGTCTCCATCTAGGTGGGGGCAGTCTAGGGAAGTCAACTCAGACTTGCACCACAGTCC 

AGCAGCAAGGCTCCTTGCTTCCTGCTGTCCCTCCACCTCCTGTATATACCACCTAGGAGG 

AGATGCCACCAAGCCCTCAAGAAGTTGTGCCCTTCCCCGCCTGCGATGCCCACCATGGCC 

TATTTTCTTGGTGTCATTGCCCACTTGGGGCCCTTGCATTGGGCCATGTACAGGGGGCAT 

CTACCTGTGGGGAAGAACATAGCTGGGAGCACAAGCTTCAACAGCCAGCATTCCTTGAGC 

CTCCTTCATGGCCCTGGGACCAGCCTGGGGAACACANTTAGGCAGGAGCAGGGAGTTACC 

TTGTTTCACATGACCACCAACCATTCC % . r ._ _ . , 


ORF Start: ATG at 1 78 f JogJFStop:jrAG at 1753 


SEQlDNO: 160 [525 aa |MW at 56283.7kD _ 

NOV33b, 
CG529 19-02 
Protein Sequence 

MRPVALLLLPSLLALLAHGLSLEAPTVGKGQAPGIEETDGELTAAPTPEQPERGVHFVTT 
APTLKLLNHHPLLEEFLQEGLEKGDEELRPALPFQPDPPAPFTPSPLPRLANQDSRPVFT 
SPTPAMAAVPTQPQSKEGPWSPESESPMLRITAPLPPGPSMAVPTLGPGEIASTTPPSRA 
WTPTQEGPGDMGRPWVAEWSQGAGIGIQGTITSSTASGDDEETTTTTTIITTTITTVQT 
PGPCSWNFSGPEGSLDSPTDLSSPTDVGLDCFFYISVYPGYGVEIKVQNISLREGETVTV 
EGLGGPDPLPLANQSFLLRGQVIRSPTHQAALRFQSLPPPAGPGTFHFHYQAYLLSCHFP 
RRPAYGDVTVTSLHPGGSARFHCATGYQLKGARHLTCLNATQPFWDSKEPVCIAACGGVI 
RNGTTGRIVSPGFPGNYSNNLTCHWLLEAPEGQRLHLHFEKVSLAEDDDRLIIRNGDNVE 
APPVnKSSLQLPRPRPRPYNRITIESAFDNPTYETGETREYEVSI _ 
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ISEQ ID NO: 161 


(2127 bp 


t 


NOV33c, 
CG529 19-03 
DNA Sequence 


; ccaggcgctggccgtggtgctgattctgtcaggcgctggcggcggcagcggcggtgacgg 
i ctgcggccccgctccctctacccggccggacccggctctgcccccgcgcccaagccccac 
j caagccccccgccctcccgccgcggtcccagcccagggcgcggccgcaaccagcacc atg 
icgcccggtagccctgctgctcctgccctcgctgctggcgctcctggctcacggactctct 
jttagaggccccaaccgtggggaaaggacaagccccaggcatcgaggagacagatggcgag 

!CTGACAGCAGCCCCCACACCTGAGCAGCCAGAACGAGGCGTCCACTTTGTCACAACAGCC 

icccaccttgaagctgctcaaccaccacccgctgcttgaggaattcctacaagaggggctg 
'gaaaagggagatgaggagctgaggccagcactgcccttccagcctgacccacctgcaccc 
ittcaccccaagtccccttccccgcctggccaaccaggacagccgccctgtctttaccagc 

ICCCACTCCAGCCATGGCTGCGGTACCCACTCAGCCCCAGTCCAAGGAGGGACCCTGGAGT 

jccggagtcagagtcccctatgcttcgaatcacagctcccctacctccagggcccagcatg 
Igcagtgcccaccctaggcccaggggagatagccagcactacaccccccagcagagcctgg 

-ACACCAACCCAAGAGGGTCCTGGAGACATGGGAAGGCCGTGGGTTGCAGAGGTTGTGTCC 
JCAGGGCGCAGGGATCGGGATCCAGGGGACCATCACCTCCTCCACAGCTTCAGGAGATGAT 
jGAGGAGACCACCACTACCACCACCATCATCACCACCACCATCACCACAGTCCAGACACCA 
GGCCCTTGTAGCTGGAATTTCTCAGGCCCAGAGGGCTCTCTGGACTCCCCTACAGACCTC 
IAGCTCCCCCACTGATGTTGGCCTGGACTGCTTCTTCTACATCTCTGTCTACCCTGGCTAT 
GGCGTGGAAATCAAGGTCCAGAATATCAGCCTCCGGGAAGGGGAGACAGTGACTGTGGAA 
GGCCTGGGGGGGCCTGACCCACTGCCCCTGGCCAACCAGTCTTTCCTGCTGCGGGGCCAA 
GTCATCCGCAGCCCCACCCACCAAGCGGCCCTGAGGTTCCAGAGCCTCCCGCCACCGGCT 
GGCCCTGGCACCTTCCATTTCCATTACCAAGCCTATCTCCTGAGCTGCCACTTTCCCCGT 
CGTCCAGCTTATGGAGATGTGACTGTCACCAGCCTCCACCCAGGGGGTAGTGCCCGCTTC 
jCATTGTGCCACTGGCTACCAGCTGAAGGGCGCCAGGCATCTCACCTGTCTCAATGCCACC 
jcAGCCCTTCTGGGATTCAAAGGAGCCCGTCTGCATCGCTGCTTGCGGCGGAGTGATCCGC 
iAATGGCACCACCGGCCGCATCGTCTCTCCAGGCTTCCCGGGCAACTACAGCAACAACCTC 
•ACCTGTCACTGGCTGCTTGAGGCTCCTGAGGGCCAGCGGCTACACCTGCACTTTGAGAAG 
;GTTTCCCTGGCAGAGGATGATGACAGGCTCATCATTCGCAATGGGGACAACGTGGAGGCC 
jCCACCAGTGTATGATTCCTATGAGGTGGAATACCCGCCCCGCCCCCGCCCCTACAACCGC 
iATTACCATAGAGTCAGCGTTTGACAATCCAACTTACGAGACTGGAGAGACGAGAGAATAT 
;GAAGTCTCCATCTAG GTGGGGGCAGTCTAGGGAAGTCAACTCAGACTTGCACCACAGTCC 
AGCAGCAAGGCTCCTTGCTTCCTGCTGTCCCTCCACCTCCTGTATATACCACCTAGGAGG 


agatgccaccaagccctcaagaagttgtgcccttccccgcctgcgatgcccaccatggcc 
; tattttcttggtgtcattgcccacttggggcccttgcattgggccatgtacagggggcat 

j CTACCTGTGGGGAAGAACATAGCTGGGAGCACAAGCTTCAACAGCCAGCATTCCTTGAGC 


; ctccttcatggccctgggaccagcctgg g gaacacanttaggcaggagcagggagttacc 
( ttgttt c ac atg acc ac c aac c att c c 


<ORF Start: ATG at 178 


' jORJ^ Stop: TAG at 1 753^ 


NOV33c, 
CG52919-03 
Protein Sequence 


ISEQJDNO: 162 _ |525aa^^ 

jmr p valli^ps llallahgls le aptvgkgqapg i eetdg e lt aapt p eq p e rgvh f vtt 
Japtlkllnhhplleeflqeglekgdeelrpalpfqpdppap ftpsplprlanqdsrpvft 

SPTPAMAAVPTQPQSKEGPWSPESESPMLRITAPLPPGPSMAVPTLGPGEIASTTPPSRA 

]wtptqegpgdmgrpwvaewsqgagigiqgtitsstasgddeettttttiitttittvqt 

'PGPCSWNFSGPEGSLDSPTDLSSPTDVGLDCFFYISVYPGYGVEIKVQNISLREGETVTV 
jEGLGGPDPLPLANQSFLIiRGQVIRSPTHQAALRFQSLPPPAGPGTFHFHYQAYLLSCHFP 
jRRPAYGDVTVTSLHPGGSARFHCATGYQLKGARHLTCLNATQPFWDSKEPVCIAACGGVI 
jRNGTTGRIVSPGFPGNYSNNLTCHWLLEAPEGQRLHLHFEKVSLAEDDDRLIIRNGDNVE 
iA PPVYP SYEVEYPP RPRP YNRITIESAFDNPTYETGETREYEVSI _ 

!§EQ ID NO: 163 


1 1988 bp 


NOV33d, 
CG529 19-04 
DNA Sequence 


CCAGGCGCTGGCCGTGGTGCTGATTCTGTCAGGCGCTGGCGGCGGCAGCGGCGGTGACGG 


CTGCGGCCCCGCTCCCTCTACCCGGCCGGACCCGGCTCTGCCCCCGCGCCCAAGCCCCAC 
CAAGCCCCCCGCCCTCCCGCCGCGGTCCCAGCCCAGGGCGCGGCCGCAACCAGCACCATG 


CGCCCGGTAGCCCTGCTGCTCCTGCCCTCGCTGCTGGCGCTCCTGGCTCACGGACTCTCT 
TTAGAGGCCCCAACCGTGGGGAAAGGACAAGCCCCAGGCATCGAGGAGACAGATGGCGAG 
CTGACAGCAGCCCCCACACCTGAGCAGCCAGAACGAGGCGTCCACTTTGTCACAACAGCC 
CCCACCTTGAAGCTGCTCAACCACCACCCGCTGCTTGAGGAATTCCTACAAGAGGGGCTG 
GAAAAGGGAGATGAGGAGCTGAGGCCAGCACTGCCCTTCCAGCCTGACCCACCTGCACCC 
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TTCACCCCAAGTCCCCTTCCCCGCCTGGCCAACCAGGACAGCCGCCCTGTCTTTACCAGC 
CCCACTCCAGCCATGGCTGCGGTACCCACTCAGCCCCAGTCCAAGGAGGGACCCTGGAGT 
CCGGAGTCAGAGTCCCCTATGCTTCGAATCACAGCTCCCCTACCTCCAGGGCCCAGCATG 
GCAGTGCCCACCCTAGGCCCAGGGGAGATAGCCAGCACTACACCCCCCAGCAGAGCCTGG 
ACACCAACCCAAGAGGGTCCTGGAGACATGGGAAGGCCGTGGGTTGCAGAGGTTGTGTCC 
CAGGGCGCAGGGATCGGGATCCAGGGGACCATCACCTCCTCCACAGCTTCAGGAGATGAT 
GAGGAGACCACCACTACCACCACCATCATCACCACCACCATCACCACAGTCCAGACACCA 

ggcccttgtagctggaatttctcaggcccagagggctctctggactcccctacagacctc 
agctcccccactgatgttggcctggactgcttcttctacatctctgtctaccctggctat 
ggcgtggaaatcaaggtccagaatatcagcctccgggaaggggagacagtgactgtggaa 
,ggcctgggggggcctgacccactgcccctggccaaccagtctttcctgctgcggggccaa 
Igtcatccgcagccccacccaccaagcggccctgaggttccagagcctcccgccaccggct 
Iggccctggcaccttccatttccattaccaagcctatctcctgagctgccactttccccgt 
cgtccagcttatggagatgtgactgtcaccagcctccacccagggggtagtgcccgcttc 
cattgtgccactggctaccagctgaagggcgccaggcatctcacctgtctcaatgccacc 
cagcccttctgggattcaaaggagcccgtctgcatcgctgcttgcggcggagtgatccgc 
aatggcaccaccggccgcatcgtctctccaggcttcccgggcaactacagcaacaacctc 
acctgtcactggctgcttgaggctcctgagggccagcggctacacctgcactttgagaag 
gtttccctggcagaggatgatgacaggctcatcattcgcaatggggacaacgtggaggcc 
ccaccagtgtatgattcctatgaggtggaatacccgccccgcccccgcccctacaaccgc 
attaccatagagtcagcgtttgacaatccaacttacgagactggagagacgagagaatat 
Igaagtctccatctaggtgggggcagtctagggaagtcaactcagacttgcaccacagtcc 


agcagcaaggctccttgcttcctgctgtccctccacctcctgtatataccacctaggagg 


agatgccaccaagccactttgtacatgtaatgtattatatggggtctgggctccagccag 


agaacaatcttttatttctgttgtttccttattaaaatggtgtttttggaaaaaaaaaaa 


aaaaaaaa 


|ORF Start; ATG at 178 

jSEQTDNO:T64"" 


525 aa 


ORF Stop: TAG at 1753 


MW at 56462.7kD 


NOV33d ? jMRPVALLLLPSLLALLAHGLSLEAPTVGKGQAPGIEETDGELTAAPTPEQPERGVHFVTT 
CG529 19-04 APTLKLLNHHPLLEEFLQEGLEKGDEELRPALPFQPDPPAPPTPSPLPRLANQDSRPVFT 

Protein Sequence I s ptpamaav ptqpqskegpwspesespmlritaplppgpsmavptlgpgeiasttppsra 

-WTPTQEGPGDMGRPWVAEWSQGAGIGIQGTITSSTASGDDEETTTTTTI ITTTITTVQT 

pgpcswnfsgpegsldsptdlssptdvgldcffyisvypgygveikvqnislregetvtv 
eglggpdplplanqsfllrgqvirspthqaalrfqslpppagpgtfhfhyqayllschfp 
rrpaygdvtvtslhpggsarfhcatgyqlkgarhltclnatqpfwdskepvciaacggvi 
rngttgrivspgfpgnysnnltchv/lleapegqrlhlhfekvslaedddrliirngd^^ve 
app vydsye vey pp^ rpynri tiesaf dnptye tget reyevs i 

.SEQ 'tDN07j6S [2143 b p ' ' ~~ — 


NOV33e, 
CG529 19-05 
DNA Sequence 


CCAGGCGCTGGCCGTGGTGCTGATTCTGTCAGGCGCTGGCGGCGGCAGCGGCGGTGACGG 


CTGCGGCCCCGCTCCCTCTACCCGGCCGGACCCGGCTCTGCCCCCGCGCCCAAGCCCCAC 


{ caagccccccgccctcccgccgcggtcccagcccagggcgcggccgcaaccagcacc atg 
(cgcccggtagccctgctgctcctgccctcgctgctggcgctcctggctcacggactctct 
jttagaggccccaaccgtggggaaaggacaagccccaggcatcgaggagacagatggcgag 
{ctgacagcagcccccacacctgagcagccagaacgaggcgtccactttgtcacaacagcc 
jcccaccttgaagctgctcaaccaccacccgctgcttgaggaattcctacaagaggggctg 
gaaaagggagatgaggagctgaggccagcactgcccttccagcctgacccacctgcaccc 
ttcaccccaagtccccttccccgcctggccaaccaggacagccgccctgtctttaccagc 
cccactccagccatggctgcggtacccactcagccccagtccaaggagggaccctggagt 
ccggagtcagagtcccctatgcttcgaatcacagctcccctacctccagggcccagcatg 
gcagtgcccaccctaggcccaggggagatagccagcactacaccccccagcagagcctgg 
acaccaacccaagagggtcctggagacatgggaaggccgtgggttgcagaggttgtgtcc 
cagggcgcagggatcgggatccaggggaccatcacctcctccacagcttcaggagatgat 
Igaggagaccaccactaccaccaccatcatcaccaccaccatcaccacagtccagacacca 
ggcccttgtagctggaatttctcaggcccagagggctctctggactcccctacagacctc 
agctcccccactgatgttggcctggactgcttcttctacatctctgtctaccctggctat 
ggcgtggaaatcaaggtccagaatatcagcctccgggaaggggagacagtgactgtggaa 
ggcctgggggggcctgacccactgcccctggccaaccagtctttcctgctgcggggccaa 
gtcatccgcagccccacccaccaagcggccctgaggttccagagcctcccgccaccggct 
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ggccctggcaccttccatttccattaccaagcctatctcctgagctgccactttccccgt 
cgtccagcttatggagatgtgactgtcaccagcctccacccagggggtagtgcccgcttc 
cattgtgccactggctaccagctgaagggcgccaggcatctcacctgtctcaatgccacc 
cagcccttctgggattcaaaggagcccgtctgcatcgctgcttgcggcggagtgatccgc 
jaatggcaccaccggccgcatcgtctctccaggcttcccgggcaactacagcaacaacctc 
lacctgtcactggctgcttgaggctcctgagggccagcggctacacctgcactttgagaag 
Igtttccctggcagaggatgatgacaggctcatcattcgcaatggggacaacgtggaggcc 
iccaccagtgggaaaaagctccctgcagctgccccgcccccgcccccgcccctacaaccgc 
jattaccatagagtcagcgtttgacaatccaacttacgagactggatctctttcctttgca 
jggagacgagagaatatgaagtctccatctaggtgggggcagtctagggaagtcaactcag 


' ACTTGCACCACAGTCCAGCAGCAAGGCTCCTTGCTTCCTGCTGTCCCTCCACCTCCTGTA 


j TATACCACCTAGGAGGAGATGCCACCAAGCCCTCAAGAAGTTGTGCCCTTCCCCGCCTGC 
«GATGCCCACCATGGCCTATTTTCTTGGTGTCATTGCCCACTTGGGGCCCTTGCATTGGGC 


i CATGTACAGGGGGCATCTACCTGTGGGGAAGAACATAGCTGGGAGCACAAGCTTCAACAG 


jCCAGCATTCCTTGAGCCTCCTTCATGGCCCTGGGACCAGCCTGGGGAACACANTTAGGCA 


j GGAGCAGGGAGTTACCTTGTTTCACATGACCACCAACCATTCC 

TORF Start: ATG at 178 [ ~~ 


ORF Stop: TGA at 1756 


(SEQ ID NO: 166 


(526 aa 


MW at 56252.6kD 


NOV33e ? 
CG529 19-05 
Protein Sequence 


NOV33f, 
CG529 19-06 
DNA Sequence 


Imrpvallllpsllallahglsleaptvgkgqapgieetdgeltaaptpeqpergvhfvtt 
aptlkllnhhplleeflqeglekgdeelrpalpfqpdppapftpsplprlanqdsrpvft 
sptpamaavptqpqskegpwspesespmlritaplppgpsmavptlgpgeiasttppsra 
wtptqegpgdmgrpwvaevvsqgagigiqgtitsstasgddeettttttiitttittvqt 
pgpcswnfsgpegsldsptdlssptdvgldcffyisvypgygveikvqnislregetvtv 
eglggpdplplanqsfllrgqvirspthqaalrfqslpppagpgtfhfhyqayllschfp 
rrpaygdvtvtslhpggsarfhcatgyqlkgarhltclnatqpfwdskepvciaacggvi 
rngttgrivspgfpgnysnnltchwlleapegqrlhlhfekvslaedddrliirngdnve 
appvgksslqlprprp rpynritiesafdnptyetgs lsfagderi ^ 

SEQ ID NO: 1 67 _ J 1694 bp _ " "f ' ~ ^ 

C^GGGCGCGGCCGCAAC 


CTGGCGCTCCTGGCTCACGGACTCTCTTTAGAGGCCCCAACCGTGGGGAAAGGACAAGCC 
CCAGGCATCGAGGAGACAGATGGCGAGCTGACAGCAGCCCCCACACCTGAGCAGCCAGAA 
CGAGGCGTCCACTTTGTCACAACAGCCCCCACCTTGAAGCTGCTCAACCACCACCCGCTG 
CTTGAGGAATTCCTACAAGAGGGGCTGGAAAAGGGAGATGAGGAGCTGAGGCCAGCACTG 
CCCTTCCAGCCTGACCCACCTGCACCCTTCACCCCAAGTCCCCTTCCCCGCCTGGCCAAC 
CAGGACAGCCGCCCTGTCTTTACCAGCCCCACTCCAGCCATGGCTGCGGTACCCACTCAG 
CCCCAGTCCAAGGAGGGACCCTGGAGTCCGGAGTCAGAGTCCCCTATGCTTCGAATCACA 
GCTCCCCTACCTCCAGGGCCCAGCATGGCAGTGCCCACCCTAGGCCCAGGGGAGATAGCC 
AGCACTACACCCCCCAGCAGAGCCTGGACACCAACCCAAGAGGGTCCTGGAGACATGGGA 
AGGCCGTGGGTTGCAGAGGTTGTGTCCCAGGGCGCAGGGATCGGGATCCAGGGGACCATC 
ACCTCCTCCACAGCTTCAGGAGATGATGAGGAGACCACCACTACCACCACCATCATCACC 
ACCACCATCACCACAGTCCAGACACCAGGCCCTTGTAGCTGGAATTTCTCAGGCCCAGAG 
GGCTCTCTGGACTCCCCTACAGACCTCAGCTCCCCCACTGATGTTGGCCTGGACTGCTTC 
TTCTACATCTCTGTCTACCCTGGCTATGGCGTGGAAATCAAGGTCCAGAATATCAGCCTC 
CGGGAAGGGGAGACAGTGACTGTGGAAGGCCTGGGGGGGCCTGACCCACTGCCCCTGGCC 
AACCAGTCTTTCCTGCTGCGGGGCCAAGTCATCCGCAGCCCCACCCACCAAGCGGCCCTG 
AGGTTCCAGAGCCTCCCGCCACCGGCTGGCCCTGGCACCTTCCATTTCCATTACCAAGCC 
TATCTCCTGAGCTGCCACTTTCCCCGTCGTCCAGCTTATGGAGATGTGACTGTCACCAGC 
CTCCACCCAGGGGGTAGTGCCCGCTTCCATTGTGCCACTGGCTACCAGCTGAAGGGCGCC 
AGGCATCTCACCTGTCTCAATGTCACCCAGCCCTTCTGGGATTCAAAGGAGCCCGTCTGC 
ATCGCTGCTTGCGGCGGAGTGATCCGCAATGCCACCACCGGCCGCATCGTCTCTCCAGGC 
TTCCCGGGCAACTACAGCAACAACCTCACCTGTCACTGGCTGCTTGAGGCTCCTGAGGGC 
CAGCGGCTACACCTGCACTTTGAGAAGGTTTCCCTGGCAGAGGATGATGACAGGCTCATC 
ATTCGCAATGG GG ACAACGTGGAGGCCCCACCAGTGTATGATTCCTATGAGGTGGAATAC 
CTGCCCATTGAGGGCCTGCTCAGCTCTGGCAAACACTTCTTTGTTGAGCCCCGCCCCCGC 
CCCCGCCCCTACAACCGCATTACCATAGAGTCAGCGTTTGACAATCCAACTTACGAGACT 
GGATCTCTTTCCCTTGCAGGAGACGAGAGAATATG AAGTCTCCATCTAGGTGGGGGCAGT 
CTAGGGAAGTCAAC 
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ORP Start: ATG at 25 

ORP Stop:TGA at 1654 


SEQIDNO: 168 

j543 aa |MW at 5S351.0kD 

NOV33f. 
CG529 19-06 
Protein 
Sequence 

MRPVALLLLPSLLALLAHGLSLEAPTVGKGQAPGIEETDGELTAAPTPEQPERGVHFVTT 
APTLKLLNHHPLLEEFLQEGLEKGDEELRPALPFQPDPPAPFTPSPLPRLANQDSRPVFT 
SPTPAMAAVPTQPQSKEGPWSPESESPMLRITAPLPPGPSMAVPTLGPGEIASTTPPSRA 
WTPTQEGPGDMGRPWVAEWSQGAGIGIQGTITSSTASGDDEETTTTTTIITTTITTVQT 
PGPCSWNFSGPEGSLDSPTDLSSPTDVGLDCFFYISVYPGYGVEIKVQNISLREGETVTV 
EGLGGPDPLPLANQSFLLRGQVIRSPTHQAALRFQSLPPPAGPGTFHFHYQAYLLSCHFP 
RRPAYGDVTVTSLHPGGSARFHCATGYQLKGARHLTCLNVTQPFWDSKEPVCIAACGGVI 
RNATTGRIVSPGFPGNYSNNLTCHWLLEAPEGQRLHLHFEKVSLAEDDDRLIIRNGDNVE 
APPVYDSYEVEYLPIEGLLSSGKHFFVEPRPRPRPYNRITIESAFDNPTYETGSLSLAGD 
ERI 


SEQIDNO: 169 

]l482 bp } 

NOV33g, 
CG52919-01 
DNA Sequence 

CCAGGCGCTGGCCGTGGTGCTGATTCTGTCAGGCGCTGGCGGCGGCAGCGGCGGTGACGG 

CTGCGGCCCCGCTCCCTCTACCCGGCCGGACCCGGCTCTGCCCCCGCGCCCAAGCCCCAC 

CAAGCCCCCCGCCCTCCCGCCGCGGTCCCAGCCCAGGGCGCGGCCGCAACCAGCACCATG 

CGCCCGGTAGCCCTGCTGCTCCTGCCCTCGCTGCTGGCGCTCCTGGCTCACGGACTCTCT 
TTAGAGGCCCCAACCGTGGGGAAAGGACAAGCCCCAGGCATCGAGGAGACAGATGGCGAG 
CTG ACAG C AG C CC C C ACACC TG AGC AG C C AG AACG AGGCGT C C ACTTTGT C A C AAC AG C C 
CCCACCTTGAAGCTGCTCAACCACCACCCGCTGCTTGAGGAATTCCTACAAGAGGGGCTG 
GAAAAGGGAGATGAGGAGCTGAGGCCAGCACTGCCCTTCCAGCCTGACCCACCTGCACCC 
TTCACCCCAAGTCCCCTTCCCCGCCTGGCCAACCAGGACAGCCGCCCTGTCTTTACCAGC 
CCCACTCCAGCCATGGCTGCGGTACCCACTCAGCCCCAGTCCAAGGAGGGACCCTGGAGT 
CCGGAGTCAGAGTCCCCTATGCTTCGAATCACAGCTCCCCTACCTCCAGGGCCCAGCATG 
G C AGTGC C C AC C CT AGGC CC AGG GG AG AT AG CC AG C ACTA C AC C C C C CAG C AG AGC CTGG 
ACACCAACCCAAGAGGGTCCTGGAGACATGGGAAGGCCGTGGGTTGCAGAGGTTGTGTCC 
CAGGGCGCAGGGATCGGGATCCAGGGGACCATCACCTCCTCCACAGCTTCAGGAGATGAT 
GAGGAGACCACCACTACCACCACCATCATCACCACCACCATCACCACAGTCCAGACACCA 
GGTCAGCTACCTGCTGGCTTGCAGATGTGGAAATGGGGATGGGGGAGGCTGCGGGGCCCC 
TAAAAGCCTGTCTCTGACACTGTGCCAGCCTGCCCTGCCCTTTGGCACCAAGGGCCAGCC 

.TGCAGGAGGCATGTAGATTGGACCCAGATAGACCTGAGCTCAAATCCTGATTCTTCAGCC 


AAGTACAGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCAGAGGCCAGTGGATCAT 

CTGAGGTCAGGAGTTCAAGACCCTCCTGGCCAACATGGCGAAACACCATCTCTACTAAAA 

AT AC AAAAATG AG C CGG G C ATGGTGGTG GG C AC CTGT AAT C C C AG CT ACTC G GG AG G CT G 

AGGCAGGAGAATCACTCAAACCTGGGAGGCAGAGGTTGCAGTGAGCTGAGATTGCACCAT 

TGCACTCCAGCCTGGGCAACAGAGCGAGACTCTGTCTCAAAAAAGAAAAAATCTTGATTC 

TTCCAACTATAACATGACCCTAGGAATTCTATTTAACATCTCATCTCTGAGCCTCATCTG 

TAAAATGGCAATAAGAAAATAAACTTCTGGCTAGAAAAAAAA 


ORP Start: ATG at 178 

j |ORPStop:TAAat961 

NOV33g, 
CG52919-01 
Protein Sequence 

SEQ ID NO: 170 

1261 aa |MW at 27471.81cD 

MRPVALLLLPSLLALLAHGLSLEAPTVGKGQAPGIEETDGELTAAPTPEQPERGVHFVTT 
APTLKLLNHHPLLEEFLQEGLEKGDEELRPALPFQPDPPAPFTPSPLPRLANQDSRPVFT 
SPTPAMAAVPTQPQSKEGPWSPESESPMLRITAPLPPGPSMAVPTLGPGEIASTTPPSRA 
WTPTQEGPGDMGRPWVAEWSQGAGIGIQGTITSSTASGDDEETTTTTTIITTTITTVQT 
PGQLPAGLQMWKWGWGRLRGP 


SEQIDNO: 171 

j840 bp J 

NOV33h, 
CG52919-07 
DNA Sequence 

TCCAGGGCGCGGCCGCAACCAGCACCATGCGCCCGGTAGCCCTGCTGCTCCTGCCCTCGC 

TGCTGGCGCTCCTGGCTCACGGACTCTCTTTAGAGGCCCCAACCGTGGGGAAAGGACAAG 
CCCCAGGCATCGAGGAGACAGATGGCGAGCTGACAGCAGCCCCCACACCTGAGCAGCCAG 
AACGAGGCGTCCACTTTGTCACAACAGCCCCCACCTTGAAGCTGCTCAACCACCACCCGC 
TGCTTGAGGAATTCCTACAAGAGGGGCCGGAAAAGGGAGATGAGGAGCTGAGGCCAGCAC 
TGCCCTTCCAGCCTGACCCACCTGCACCCTTCACCCCAAGTCCCCTTCCCCGCCTGGCCA 
ACCAGGACAGCCGCCCTGTCTTTACCAGCCCCACTCCAGCCATGGCTGCGGTACCCACTC 
AGCCCCAGTCCAAGGAGGGACCCTGGAGTCCGGAGTCAGAGTCCCCTATGCTTCGAATCA 
CAGCTCCCCTACCTCCAGGGCCCAGCATGGCAGTGCCCACCCTAGGCCCAGGGGAGATAG 
CCAGCACTACACCCCCCAGCAGAGCCTGGACACCAACCCAAGAGGGTCCTGGAGACATGG 
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GAAGGCCGTGGGTTGCAGAGGTTGTGTCCCAGGGCGCAGGGATCGGGATCCAGGGGACCA 
TCACCTCCTCCACAGCTTCAGGAGATGATGAGGAGACCACCACTACCACCACCATCATCA 
CCACCACCATCACCACAGTCCAGACACCAGGTCAGCTACCTGCTGGCTTGCAGATGTGGA 
AATGGGGATGGGGGAGGCTGCGGGGCCCCTAA AAGCCTGTCTCT(3ACACTGTGCCAGCCA 

ORFSt art: ATG at 27 f 
jSEQ ID NO"l72 ~26Taa 


|ORF Stop: T AA at 810 
TMWat27455^8kD 


NOV33h, MRPVALLLLPSLLALLAHGLSLEAPTVGKGQAPGIEETDGELTAAPTPEQPERGVHFVTT 
CG52919-07 JaPTLKLLNHHPLLEEFLQEGPEKGDEELRPALPFQPDPPAPFTPSPLPRLiANQDSRPVFT 

Protein Sequence sptpamaavptqpqskegpwspesespmlritaplppgpsmavptlgpgeiasttppsra 
' a J 1 H " WTPTQEGPGDMGRPWVAEVVSQGAGIGIQGTITSSTASGDDEETTTTTTIITTTITTVQT 

pgqlpaglqmwkwgwgrlrgp _ 

SEQ ID NoT ni " " |l654 bp "J ' 


NOV33i, 
CG529 19-08 
DNA Sequence 


NOV33i ? 
CG529 19-08 
Protein 
Sequence 


NOV33j, 
CG529i9-09 
DNA Sequence 


caccagatctcccaccatgcgcccggtagccctgctgctcctgccctcgctgctggcgct 


cctggctcacggactctctttagaggccccaaccgtggggaaaggacaagccccaggcat 
cgaggagacagatggcgagctgacagcagcccccacacctgagcagccagaacgaggcgt 
ccactttgtcacaacagcccccaccttgaagctgctcaaccaccacccgctgcttgagga 
attcctacaagaggggctggaaaagggagatgaggagctgaggccagcactgcccttcca 
gcctgacccacctgcacccttcaccccaagtccccttccccgcctggccaaccaggacag 
ccgccctgtctttaccagccccactccagccatggctgcggtacccactcagccccagtc 
caaggagggaccctggagtccggagtcagagtcccctatgcttcgaatcacagctcccct 
acctccagggcccagcatggcagtgcccaccctaggcccaggggagatagccagcactac 
accccccagcagagcctggacaccaacccaagagggtcctggagacatgggaaggccgtg 
ggttgcagaggttgtgtcccagggcgcagggatcgggatccaggggaccatcacctcctc 
cacagcttcaggagatgatgaggagaccaccactaccaccaccatcatcaccaccaccat 
caccacagtccagacaccaggcccttgtagctggaatttctcaggcccagagggttctct 
ggactcccctacagacctcagctcccccactgatgttggcctggactgcttcttctacat 
ctctgtctaccctggctatggcgtggaaatcaaggtccagaatatcagcctccgggaagg 
ggagacagtgactgtggaaggcctgggggggcctgacccactgcccctggccaaccagtc 
tttcctgctgcggggccaagtcatccgcagccccacccaccaagcggccctgaggttcca 
gagcctcccgccaccggctggccctggcaccttccatttccattaccaagcctatctcct 
gagctgccactttccccgtcgtccagcttatggagatgtgactgtcaccagcctccaccc 
agggggtagtgcccgcttccattgtgccactggctaccagctgaagggcgccaggcatct 
cacctgtctcaatgtcacccagcccttctgggattcaaaggagcccgtctgcatcgctgc 
ttgcggcggagtgatccgcaatgccaccaccggccgcatcgtctctccaggcttcccggg 
caactacagcaacaacctcacctgtcactggctgcttgaggctcctgagggccagcggct 
acacctgcactttgagaaggtttccctggcagaggatgatgacaggctcatcattcgcaa 
tggggacaacgtggaggccccaccagtgtatgattcctatgaggtggaatacctgcccat 
tgagggcctgctcagctctggcaaacacttctttgttgagccccgcccccgcccccgccc 
ctacaaccgcattaccatagagtcagcgtttgacaatccaacttacgagactggatctct 
ttcccttgcaggagacgagagaatactcgagggc 


ORFStart: ATG at 17 
SEQ ID NO: 174 


"f543 


jORF Sto p: at 1646 


aa 


]mW at 5S*351.0kD 


MRPVALHiLPSLLALLAHGLSLEAPTVGKGQAPGIEETDGELTAAPTPEQPERGVHFVTT 
APTLKLLNHHPLLEEFLQEGLEKGDEELRPALPFQPDPPAPFTPSPLPRLANQDSRPVFT 
SPTPAMAAVPTQPQSKEGPWSPESESPMLRITAPLPPGPSMAVPTLGPGEIASTTPPSRA 
WTPTQEGPGDMGRPWVAEWSQGAGIGIQGTITSSTASGDDEETTTTTTIITTTITTVQT 
PGPCSWNFSGPEGSLDSPTDLSSPTDVGLDCFFYISVYPGYGVEIKVQNISLREGETVTV 
EGLGGPDPLPLANQSFLLRGQVIRSPTHQAALRFQSLPPPAGPGTFHFHYQAYLLSCHFP 
RRPAYGDVTVTSLHPGGSARFHCATGYQLKGARHLTCtiNVTQPFWDSKEPVCIAACGGVI 
RNATTGRIVSPGFPGNYSNNLTCHWLLEAPEGQRLHLHFEKVSLAEDDDRLIIRNGDNVE 
APPVYDSYEVEYLPIEGLLSSGKHFFVEPRPRPRPYNRITIESAFDNPTYETGSLSLAGD 
ERI 

" : — T ~~ : 


SEQ ID NO: 175 


|1591 bp 


CACCAGATCTCTCTCTTTAGAGGCCCCAACCGTQGGGAAAGGACAAGCCCCAGGCATCGA 
GGAGACAGATGGCGAGCTGACAGCAGCCCCCACACCTGAGCAGCCAGAACGAGGCGTCCA 
CTTTGTCACAACAGCCCCCACCTTGAAGCTGCTCAACCACCACCCGCTGCTTGAGGAATT 
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CCTACAAGAGGGGCTGGAAAAGGGAGATGAGGAGCTGAGGCCAGCACTGCCCTTCCAGCC 
TGACCCACCTGCACCCTTCACCCCAAGTCCCCTTCCCCGCCTGGCCAACCAGGACAGCCG 
CCCTGTCTTTACCAGCCCCACTCCAGCCATGGCTGCGGTACCCACTCAGCCCCAGTCCAA 
G GAG G G ACCCTGG AGTC CG G AG T C AG AGT C C C CTATG C TT CG AAT C AC AG CT C C C C T AC C 
TCCAGGGCCCAGCATGGCAGTGCCCACCCTAGGCCCAGGGGAGATAGCCAGCACTACACC 
CCCCAGCAGAGCCTGGACACCAACCCAAGAGGGTCCTGGAGACATGGGAAGGCCGTGGGT 
TGCAGAGGTTGTGTCCCAGGGCGCAGGGATCGGGATCCAGGGGACCATCACCTCCTCCAC 
AGCTTCAGGAGATGATGAGGAGACCACCACTACCACCACCATCATCACCACCACCATCAC 
CACAGTCCAGACACCAGGCCCTTGTAGCTGGAATTTCTCAGGCCCAGAGGGTTCTCTGGA 
J CTCCCCTACAGACCTCAGCTCCCCCACTGATGTTGGCCTGGACTGCTTCTTCTACATCTC 
TGTCTAtCCTGGCTATGGCGTGGAAATCAAGGTCCAGAATATCAGCCTCCGGGAAGGGGA 
GACAGTGACTGTGGAAGGCCTGGGGGGGCCTGACCCACTGCCCCTGGCCAACCAGTCTTT 
CCTGCTGCGGGGCCAAGTCATCCGCAGCCCCACCCACCAAGCGGCCCTGAGGTTCCAGAG 
CCTCCCGCCACCGGCTGGCCCTGGCACCTTCCATTTCCATTACCAAGCCTATCTCCTGAG 
CTGCCACTTTCCCCGTCGTCCAGCTTATGGAGATGTGACTGTCACCAGCCTCCACCCAGG 
GGGTAGTGCCCGCTTCCATTGTGCCACTGGCTACCAGCTGAAGGGCGCCAGGCATCTCAC 
CTGTCTCAATGTCACCCAGCCCTTCTGGGATTCAAAGGAGCCCGTCTGCATCGCTGCTTG 
CGGCGGAGTGATCCGCAATGCCACCACCGGCCGCATCGTCTCTCCAGGCTTCCCGGGCAA 
CTACAGCAACAACCTCACCTGTCACTGGCTGCTTGAGGCTCCTGAGGGCCAGCGGCTACA 
CCTGCACTTTGAGAAGGTTTCCCTGGCAGAGGATGATGACAGGCTCATCATTCGCAATGG 
GG ACAACGT G GAG G C C C CAC CAGTGT ATG ATT C CT ATG AGGTG G AATAC CTGCC C ATTG A 
GGGCCTGCTCAGCTCTGGCAAACACTTCTTTGTTGAGCCCCGCCCCCGCCCCCGCCCCTA 
CAACCGCATTACCATAGAGTCAGCGTTTGACAATCCAACTTACGAGACTGGATCTCTTTC 
CCTTGCAGGAGACGAGAGAATACTCGAGGGC 

ORF StartTat 2 T "~ 


NOV33j, 
CG52919- 
Protein 
Sequence 


09 


SEQIDNO: 176 


(527 aa" 


jORPStoprat 1583 
jMWat567f4.8kD ' 


TRSLSLEAPTVGKGQAPGIEETDGELTAAPTPEQPERGVHFVTTAPTLKIiLNHHPLLEEF 
LQEGLEKGDEELRPALPFQPDPPAPFTPSPLPRLANQDSRPVFTSPTPAMAAVPTQPQSK 
EGPWSPESESPMLRITAPLPPGPSMAVPTLGPGEIASTTPPSRAWTPTQEGPGDMGRPWV 
AEWSQGAGIGIQGTITSSTASGDDEETTTTTTIITTTITTVQTPGPCSVJNFSGPEGSLD 
SPTDLSSPTDVGLDCFFYISVYPGYGVEIKVQNISLREGETVTVEGLGGPDPLPLANQSF 
LLRGQVIRSPTHQAALRFQSLPPPAGPGTFHFHYQAYLLSCHFPRRPAYGDVTVTSLHPG 
GSARFHCATGYQLKGARHLTCLNVTQPFWDSKEPVCIAACGGVIRNATTGRIVSPGFPGN 
YSNNLTCHWLLEAPEGQRLHLHFEKVSLAEDDDRLIIRNGDNVEAPPVYDSYEVEYLPIE 
GLL SSGKHF FVEP RPRPRPY NRITIESAFDNPTYETGSLSLAGDERI 

Sequence comparison of the above protein sequences yields the following sequence 
relationships shown in Table 33B. 


Table 33B. Comparison of NOV33a against NOV33b through NOV33j. 

Protein Sequence 

NOV33a Residues/ 
Match Residues 

Identities/ 

Similarities for the Matched Region 

NOV33b 

I 

1..242 
1..242 

166/242 (68%) 
166/242 (68%) 

|NOV33c 

i 

1..242 
1..242 

166/242 (68%) 
166/242 (68%) 

INOV33d 

1..242 
1..242 

166/242 (68%) 
166/242 (68%) 

NOV33e 

1..242 
I. .242 

166/242(68%) 
166/242 (6S%) 

NOV33f 

1..242 
1..242 

166/242 (68%) 
166/242 (68%) 
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NOV33g 

1..261 

185/261 (70%) 


1..261 

185/261 (70%) 

NOV33h 

1..261 

184/261 (70%) 


1..261 

184/261 (70%) 

NOV33i 

1..242 

166/242 (68%) 


1..242 

166/242(68%) 

NOV33j 

20..242 

167/223 (74%) 


4..226 

167/223 (74%) 


Further analysis of the NOV33a protein yielded the following properties shown in 


Table 33C. 


Table 33C. Protein Sequence Properties NOV33a 


! PSort analysis: 

i 

i 

0.8200 probability located in outside; 0.1000 probability located in 
endoplasmic reticulum (membrane); 0.1000 probability located in 
endoplasmic reticulum (lumen); 0.1000 probability located in lysosome 
(lumen) 

! SignalP analysis: 

Cleavage site between residues 20 and 21 


A search of the NOV33a protein against the Geneseq database, a proprietary 
5 database that contains sequences published in patents and patent publication, yielded several 
homologous proteins shown in Table 33D. 


Table 33D. Geneseq Results for NOV33a 

Geneseq 
Identifier 

j NOV33a 

Protein/Organism/Length j Residues/ 
[Patent #, Date] j Match 

\ Residues 

i 

Identities/ 
Similarities for the 
Matched Region 

Expect 
Value 

AAB70543 

i 

i 
j 
i 

HumanPR013 protein 
sequence SEQ ID NO:26 - 
Homo sapiens, 261 aa. 
[WO200110902-A2, 15- 
FEB-2001] 

1..261 
1..261 

261/261 (100%) 
261/261 (100%) 

e-154 

AAE15853 

Human SEZ6 protein - Homo 
sapiens, 853 aa. 
[WO200183552-A2, 08- 
NOV-2001] 

1..242 
1..242 

242/242(100%) 
242/242(100%) 

e-140 

AAU81976 

Human secreted protein 
SECP2 - Homo sapiens, 994 
aa.[WO200198353-A2,27- 
DEC-2001] 

1..242 
1..242 

242/242(100%) 
242/242(100%) 

e-140 
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— 

AAB70542 

Human PRO 12 protein 
sequence SEQ IDNO:24 - 
Homo sapiens, 526 aa. 
[WO200I10902-A2, 15- 
FEB-2001] 

1..242 
1..242 

242/242(100%) U-140 
242/242(100%) 

AAB70541 

Human PROl I protein 
sequence SEQ ID NO:22 - 
Homo sapiens, 525 aa. , 
[WO200110902-A2, 15- 
FEB-2001] 

1..242 
1..242 

242/242(100%) j e-140 
242/242 (100%) f 

i 

| 


In a BLAST search of public sequence datbases, the NOV33a protein was found to 


have homology to the proteins shown in the BLASTP data in Table 33E. 


Table 33E. Public BLASTP Results for NOV33a 

j 

Protein j 

Accession j Protein/Organism/Length 
Number ! 

NOV33a L. , 
_ . . . Identities/ 
Residues/ | Similaritles for the 

„ .V 1 i Matched Portion 
Residues j 

Expect 
Value 

e-154 

CAC3342 1 -j Sequence 25 from Patent 

j WO01 10902 - Homo sapiens 
j (Human), 261 aa. 

1..261 
L.261 

261/261 (100%) 
261/261 (100%) 

CAC33420 J Sequence 23 from Patent 

j WO01 10902 - Homo sapiens 
\ (Human), 526 aa. 

L.242 
L.242 

242/242(100%) 
242/242(100%) 

e-140 

CAC334 1 8 j Sequence 1 9 from Patent 

j WO01 10902 - Homo sapiens 
j (Human), 525 aa. 

L.242 
L.242 

242/242(100%) 
242/242(100%) 

e-140 

CAC334 1 7 | Sequence 1 7 from Patent 

WO01 10902 - Homo sapiens 
j (Human), 525 aa. 

L.242 
L.242 

242/242(100%) 
242/242 (100%) 

e-140 

! CAC334 1 6 j Sequence 1 5 from Patent 
i | WOO 1 1 0902 - Homo sapiens 
j j (Human), 994 aa. 

L.242 
L.242 

242/242 (100%) 
242/242(100%) 

e-140 


PFam analysis predicts that the NOV33a protein contains the domains shown in 
5 Table 33F. 


Table 33F. Domain Analysis of NOV33a 

Pfam Domain 

NOV33a Match Region 

Identities/ 
Similarities 
for the Matched 
Region 

Expect Value 


I 
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Example 34. 


The NOV34 clone was analyzed, and the nucleotide and encoded polypeptide 
sequences are shown in Table 34A. 


Table 34A. NOV34 Sequence Analysis 


SEQIDNO:177 368 bp 


NOV34a, 
CG55698-01 
DNA Sequence 

CTGTCCCACTCACCATGGAGAAGATCCTGATCCTCCTGCTTGTCGCCCTCTCTGTGGCCT 
ATGCAGCTCCTGGCCCCCGGGGGATCATTATCAACCTGGAGAACGGTGAGCTCTGCATGA 
AT AGTG C CC AG TGTAAG AG C AATTG CT G C C AGC ATTCAAGTG CG CTGGG C CTGG C CCG CT 
GCACATCCATGGCCAGCGAGAACAGCGAGTGCTCTGTCAAGACGCTCTATGGGATTTACT 
ACAAGTGTCCCTGTGAGCGTGGCCTGACCTGTGAGGGAGACAAGACCATCGTGGGCTCCA 
TCACCAACACCAACTTTGGCATCTGCCATGACGCTGGACGCTCCAAGCAGTGAGACTGCC 
CACCCACT 

jORF Start: ATG at 1 5 | JORF Stop: TGA at 35 1 

jSEQIDNO: 178 Jll2aa 

MW atl!953.7kD 

NOV34a, 
CG55698-01 
Protein Sequence 

MEKILILLLVALSVAYAAPGPRGIIINLENGELCMNSAQCKSNCCQHSSALGLARCTSMA 
SENSECSVKTLYGIYYKCPCERGLTCEGDKTIVGSITNTNFGICHDAGRSKQ 


SEQ ID Na 179 !394 bp j 

|N0^4br""^ 
1CG55698-02 
DNA Sequence 

AGCTGTCCCACTCGCCATGGAGAAGATCCTGATCCTCCTGCTTGTCGCCCTCTCTGTGGC 
CTATGCAGCTCCTGGCCCCCGGGGGATCATTATCAACCTGACGCTCTATGGGATTTACTA 
CAAGTGTCCCTGTGAGCGTGGCCTGACCTGTGAGGGAGACAAGACCATCGTGGGCTCCAT 
CACCAACACCAACTTTGGCATCTGCCATGACGCTGGACGCTCCAAGCAGTGAGACTGCCC 
ACCCACTCCCACACCTAGCCCAGAATGCTGTAGGCCACTAGGCGCAGGGGCATCTCTCCC 

CTGCTCCAGCGCATCTCCCGGGCTGGCCACCTCCTTGACCAGCATATCTGTTTTCTGATT 

GCGCTCTTCACAATTAAAGGCCTCCTGCAAACCT 

- . 

ORF Start: ATG at 1 7 j jORF Stop: TGA at 230 


SEQIDNO:i80 ]71 aa jMW at 7658.91cD H 

NOV34b, S 
,CG55698-02 j 
Protein Sequence j 

MEKILILLLVALSVAYAAPGPRGIIINLTLYGIYYKCPCERGLTCEGDKTIVGSITNTNF 
GICHDAGRSKQ 


Sequence comparison of the above protein sequences yields the following sequence 
5 relationships shown in Table 34B. 


Table 34B. Comparison of NOV34a against NOV34b. 

Protein Sequence 

NOV34a Residues/ 
Match Residues 

Identities/ 

Similarities for the Matched Region 

NOV34b 

1..112 
1..71 

56/112(50%) j 
56/112(50%) 


Four polymorphic variants of NOV34b have been identified and are shown in Table 


41 M. 

Further analysis of the NOV34a protein yielded the following properties shown in 
Table 34C. 
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Table 34C. Protein Sequence Properties NOV34a 

PSort analysis: 

I 

" * ■ " ■ i 

0.8200 probability located in outside; 0.1000 probability located in 
endoplasmic reticulum (membrane); 0.1000 probability located in 
endoplasmic reticulum (lumen); 0.1000 probability located in lysosome 
(lumen) 

SignalP analysis: 

Cleavage site between residues 1 8 and 19 


A search of the NOV34a protein against the Geneseq database, a proprietary 
database that contains sequences published in patents and patent publication, yielded several 
homologous proteins shown in Table 34D. 


Table 34D. Geneseq Results for NOV34a 

Geneseq 
i Identifier 

Protein/Organism/Length 
[Patent #, Date] 

NOV34a 
Residues/ 
Match 
Residues 

Identities/ 
Similarities for the 
Matched Region 

i Expect 
Value 

i 

t 


Human pancreatic cancer 
antigen protein sequence 
SEQ IDN0:615 - Homo 

[sapiens. 131 aa. 

|[WO200055320-A1.21- 
SEP-2000] 

i 1..1 12 
20.. 131 

i n/1 n /iaao/\ 

112/1 12 (100%) 
112/112(100%) 

3e-62 

AAY91513 

Human secreted protein 
sequence encoded by gene 63 
SEQlDNO:186-/fowo 
sapiens, 1 22 aa. 
[WO200006698-A1, 10- 
FEB-2000] 

28..111 
33..1 14 

28/84 (33%) 
38/84 (44%) 

le-07 

AAY35930 [ 

Extended human secreted 
protein sequence, SEQ ID 
NO. 179 - Homo sapiens, 
121 aa. [W09931236-A2, 
24-JUN-1999] 

28..111 
33..114 

28/84 (33%) 
38/84 (44%) 

le-07 

AAB62640 

Human colipase-like protein- 
1 (Zclpsl) - Homo sapiens , 
118aa. [WO200136466-A2, i 
25-MAY-2001] 

32..111 
34..111 

26/80 (32%) 
36/80 (44%) 

3e-07 

AAB62648 

Human colipase-like protein- 
1 (Zclpsl) fragment - Homo 
sapiens, 97 aa. 
[WO200136466-A2, 25- 
MAY-2001] 

32..109 
22..97 

25/78 (32%) 

35/78 (44%) ; 

i 

le-06 
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In a BLAST search of public sequence datbases, the NOV34a protein was found to 
have homology to the proteins shown in the BLASTP data in Table 34E. 


Table 34E. Public BLASTP Results for NOV34a 

Protein 

Accession 

Number 

Protein/Organism/Length 

NOV34a 
Residues/ 
Match 
Residues 

Identities/ 

Olllllitll lllco 1U1 lllc 

Matched Portion 

Expect 
Value 

P04118 

Colipase precursor - Homo 
sapiens (Human), 1 12 aa. 

1..112 
I ..112 

112/112(100%) 
112/112(100%) 

9e-62 

PI 9090 | Colipase precursor - Canis 
jfamiliaris(Dog), 112 aa. 

1..112 
1-112 

88/112 (78%) 
99/112(87%) 

6e-50 

P42890 | Colipase precursor - 
; Oryctolagus citnicuhis 
j (Rabbit), 107 aa. 

1..106 
1..106 

88/106(83%) 
97/106 (91%) 

Ie-49 

Q91XL7 j Pancreatic colipase - 
| Spermophilus 
' tridecemlineatus (Thirteen- 
j lined ground squirrel), 1 1 1 aa. 

3. .112 
2..111 

87/110(79%) 
100/110(90%) 

2e-49 

Q9N1T6 J Colipase - Sits scrofa (Pig), 

j 1 1 2 aa. j 

1..U0 
1..110 

86/110(78%) 
95/110(86%) 

le-48 


PFam analysis predicts that the NOV34a protein contains the domains shown in 
5 Table 34F. 


Table 34F. Domain Analysis of NOV34a 

Pfam Domain 

NOV34a Match Region 

i 

Identities/ 

Similarities 

for the Matched 

Region 

Expect Value 

Colipase 

21. .60 

32/40 (80%) 
40/40(100%) 

5.5e-24 

CoIipase_C 

62.. 106 

41/47 (87%) 
45/47 (96%) 

3.2e-34 


Pancreatic lipase catalyzes the hydrolysis triacylglycerol to fatty acids. These 
triacylglycerides are present predominantly as an emulsified micelle stabilized by bile acids. 
Since lipase hydrolizes the ester linkage of triacylglyceride, the active site must be 
10 positioned at the bile salt-coated water-lipid interface of this micelle. Since the bile salts can 
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inhibit lipase, colipase is secreted to anchor the lipase to the water-Iipid interface so that 
hydrolysis can occur. 


10 


15 


20 


Table 34G shows an alignment of the porcine pancreatic colipase (Q9N1T6; SEQ ID 
NO:797) with the splice variant NOV34b (CG55698-02; SEQ ID NO: 180). The arrow 
indicates the signal sequence cleavage site. Since the homology between the porcine and 
human lipases is high, the x-ray crystal structure of the porcine lipase is a suitable 
comparison for the effects of NOV34b (CG55698-02). 

Table 34G. Multiple Alignment of Q9N1T6 and NOV34b (CG55698-02) 

i 


Multiple Alignment: 


Q9N1T5 
CG55698-02 



lSJvaya 

VfDjj 

SaiaiaEEA 

LgVAYA 

A9Gj! 


CG55698-02 


YYKCPCERGLTCEGDK 
YYKCPCERGLTCEGDK 


SI 
TIE 


SEQ ID NO: 797 
SEQ ID NO: 130 


Figure 2 shows the x-ray crystal structure (1ETH) at a 2.84 A resolution of poricine 
lipase (right) with colipase (left)(Hermoso, et. ah J. Biol. Chem., 2001, 271:1807-18016). 
The tetra ethylene glycol monooctyl ether inhibitor is shown in the active site of lipase. The 
deleted sequence found in NOV34b is indicated with hatch marks. 

The amino-terminal domain of lipase contains the active site whereas the carboxy- 
terminal domain binds to colipase. Likewise, colipase possesses a lipase binding domain 
and a micelle interfacial binding site. The catalytic site of lipase is inaccessible in solution 
since there is an N-terminal flap which covers the active site, preventing substrate from 
entering. The colipase additionally serves to stabilize the active form of lipase by binding 
to the N-terminal flap and thus keeping it in an open, active conformation which allows 
substrate to enter the lipase active site. 

The interfacial binding site of colipase is composed of four hydrophobic fingers 
25 (fingerl : 14-24, finger2:27-39, fmger3:47-64, and finger4: 68-90 numbered according to the 
colipase sequence in Figure 3). In NOV34b, Fingers 1, 2 and a portion of 3 are missing 
suggesting that the splice variant would be less adept at binding the micelle interface. 
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Of the 8 polar interactions (includes hydrogen bonds and salt bridges) between 
lipase and colipase, 5 of bind to the C-terminal region of lipase and the remainder bind to 
the N-terminal flap. Of these, only one of the 5 bonds NOV34b:C-terminal bonds is 
missing, but all three of the NOV34b:N-teriminal flap bonds missing. Of the 17 
5 colipase: lipase van der Waals contacts, 4 of these contact the N-terminal flap and the 
remainder bond to the C-terminal domain. For NOV34b, 1 1 of the 13 van der Waals 
contacts to the lipase C-terminal domain and none of the N-teriminal flap contacts are 
present. Of the 4 bridging water contacts at the colipaseilipase C-terminal binding site, 2 are 
lost in NOV34b. 

10 The splice variant NOV34b retains most of the binding sites to the C-terminal of 

lipase, but are missing half of the micelle interfacial binding domain and the entire N- 
terminal flap binding site. NOV34b may still bind to lipase, but may not anchor it to the 
micelle interface very well and would not be able to stabilize the open, active formation of 
lipase (since it cannot bind the N-terminal flap). Thus, it is possible that NOV34b may 

15 compete for binding with the normal, lipase-activating form of colipase to lipase. Since the 
NOV34b lipase complex fails to position the N-terminal flap away from the active site of 
lipase and thus prevents substrate binding, NOV34b may be considered to be a competitive 
inhibitor of the lipase enzymatic activity. 
Example 35. 

20 The NOV35 clone was analyzed, and the nucleotide and encoded polypeptide 

sequences are shown in Table 3 5 A. 


T able 35A. NOV 35 Sequence Analysis 

TSEQIDNO: 181 _ i 7 l 86 . b P. 

NOV35a7*"~ 
CG55S32-01 
DNA Sequence 


GAATTCGCTAGAGCCCTAGAGCCCCAGCAGCACCCAGCCAAACCCACCTCCACCATGGGG 


GCCATGACTCAGCTGTTGGCAGGTGTCTTTCTTGCTTTCCTTGCCCTCGCTACCGAAGGT 
GGGGTCCTCAAGAAAGTCATCCGGCACAAGCGACAGAGTGGGGTGAACGCCACCCTGCCA 
GAAGAGAACCAGCCAGTGGTGTTTAACCACGTTTACAACATCAAGCTGCCAGTGGGATCC 
CAGTGTTCGGTGGATCTGGAGTCAGCCAGTGGGGAGAAAGACCTGGCACCGCCTTCAGAG 
CCCAGCGAAAGCTTTCAGGAGCACACAGTAGATGGGGAAAACCAGATTGTCTTCACACAT 
CGCATCAACATCCCCCGCCGGGCCTGTGGCTGTGCCGCAGCCCCTGATGTTAAGGAGCTG 
CTGAGCAGACTGGAGGAGCTGGAGAACCTGGTGTCTTCCCTGAGGGAGCAATGTACTGCA 
GGAGCAGGCTGCTGTCTCCAGCCTGCCACAGGCCGCTTGGACACCAGGCCCTTCTGTAGC 
GGTCGGGGCAACTTCAGCACTGAAGGATGTGGCTGTGTCTGCGAACCTGGCTGGAAAGGC 
CCCAACTGCTCTGAGCCCGAATGTCCAGGCAACTGTCACCTTCGAGGCCGGTGCATTGAT 
GGGCAGTGCATCTGTGACGACGGCTTCACGGGCGAGGACTGCAGCCAGCTGGCTTGCCCC 
AGCGACTGCAATGACCAGGGCAAGTGCGTGAATGGAGTCTGCATCTGTTTCGAAGGCTAC 
GCGGCTGACTGCAGCCGTGAAATCTGCCCAGTGCCCTGCAGTGAGGAGCACGGCACATGT 
GTAGATGGCTTGTGTGTGTGCCACGATGGCTTTGCAGGCGATGACTGCAACAAGCCTCTG 
TGTCTCAACAATTGCTACAACCGTGGACGATGCGTGGAGAATGAGTGCGTGTGTGATGAG 
G GTTTCACGGGCGAAGACTGCAGTGAGC TCATCT GCCCCAATGACTGCTTCGACCGGGGC 
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CGCTGCATCAATGGCACCTGCTACTGCGAAGAAGGCTTCACAGGTGAAGACTGCGGGAAA 
CCCACCTGCCCACATGCCTGCCACACCCAGGGCCGGTGTGAGGAGGGGCAGTGTGTATGT 
GATGAGGGCTTTGCCGGTGTGGACTGCAGCGAGAAGAGGTGTCCTGCTGACTGTCACAAT 
CGTGGCCGCTGTGTAGACGGGCGGTGTGAGTGTGATGATGGTTTCACTGGAGCTGACTGT 
GGGGAGCTCAAGTGTCCCAATGGCTGCAGTGGCCATGGCCGCTGTGTCAATGGGCAGTGT 
GTGTGTGATGAGGGCTATACTGGGGAGGACTGCAGCCAGCTACGGTGCCCCAATGACTGT 
CACAGTCGGGGCCGCTGTGTCGAGGGCAAATGTGTATGTGAGCAAGGCTTCAAGGGCTAT 
;GACTGCAGTGACATGAGCTGCCCTAATGACTGTCACCAGCACGGCCGCTGTGTGAATGGC 
ATGTGTGTTTGTGATGACGGCTACACAGGGGAAGACTGCCGGGATCGCCAATGCCCCAGG 
GACTGCAGCAACAGGGGCCTCTGTGTGGACGGACAGTGCGTCTGTGAGGACGGCTTCACC 
GGCCCTGACTGTGCAGAACTCTCCTGTCCAAATGACTGCCATGGCCAGGGTCGCTGTGTG 
•AATGGGCAGTGCGTGTGCCATGAAGGATTTATGGGCAAAGACTGCAAGGAGCAAAGATGT 
CCCAGTGACTGTCATGGCCAGGGCCGCTGCGTGGACGGCCAGTGCATCTGCCACGAGGGC 
TTCACAGGCCTGGACTGTGGCCAGCACTCCTGCCCCAGTGACTGCAACAACTTAGGACAA 
TGCGTCTCGGGCCGCTGCATCTGCAACGAGGGCTACAGCGGAGAAGACTGCTCAGAGGTG 
TCTCCTCCCAAAGACCTCGTTGTGACAGAAGTGACGGAAGAGACGGTCAACCTGGCCTGG 
GACAATGAGATGCGGGTCACAGAGTACCTTGTCGTGTACACGCCCACCCACGAGGGTGGT 
CTGGAAATGCAGTTCCGTGTGCCTGGGGACCAGACGTCCACCATCATCCGGGAGCTGGAG 
CCTGGTGTGGAGTACTTTATCCGTGTATTTGCCATCCTGGAGAACAAGAAGAGCATTCCT 
GTCAGCGCCAGGGTGGCCACGTACTTACCTGCACCTGAAGGCCTGAAATTCAAGTCCATC 
AAGGAGACATCTGTGGAAGTGGAGTGGGATCCTCTAGACATTGCTTTTGAAACCTGGGAG 
ATCATCTTCCGGAATATGAATAAAGAAGATGAGGGAGAGATCACCAAAAGCCTGAGGAGG 
CCAG AG AC CTCTT ACC G G C AAACTGG TCT AG C TC CTGG GCAAG AG T ATG AG AT ATCTCTG 
,'CACATAGTGAAAAACAATACCCGGGGCCCTGGCCTGAAGAGGGTGACCACCACACGCTTG 
GATGCCCCCAGCCAGATCGAGGTGAAAGATGTCACAGACACCACTGCCTTGATCACCTGG 
'TTCAAGCCCCTGGCTGAGATCGATGGCATTGAGCTGACCTACGGCATCAAAGACGTGCCA 
GGAGACCGTACCACCATCGATCTCACAGAGGACGAGAACCAGTACTCCATCGGGAACCTG 
AAGCCTGACACTGAGTACGAGGTGTCCCTCATCTCCCGCAGAGGTGACATGTCAAGCAAC 
CCAGCCAAAGAGACCTTCACAACAGGCCTCGATGCTCCCAGGAATCTTCGACGTGTTl'CC 
CAGACAGATAACAGCATCACCCTGGAATGGAGGAATGGCAAGGCAGCTATTGACAGTTAC 
AGAATTAAGTATGCCCCCATCTCTGGAGGGGACCACGCTGAGGTTGATGTTCCAAAGAGC 
CAACAAGCCACAACCAAAACCACACTCACAGGTCTGAGGCCGGGAACTGAATATGGGATT 
GGAGTTTCTGCTGTGAAGGAAGACAAGGAGAGCAATCCAGCGACCATCAACGCAGCCACA 
.GAGTTGGACACGCCCAAGGACCTTCAGGTTTCTGAAACTGCAGAGACCAGCCTGACCCTG 
;CTCTGGAAGACACCGTTGGCCAAATTTGACCGCTACCGCCTCAATTACAGTCTCCCCACA 
iGGCCAGTGGGTGGGAGTGCAGCTTCCAAGAAACACCACTTCCTATGTCCTGAGAGGCCTG 
GAACCAGGACAGGAGTACAATGTCCTCCTGACAGCCGAGAAAGGCAGACACAAGAGCAAG 

! cccgcacgtgtgaaggcatccactgaacaagcccctgagctggaaaacctcaccgtgact 
i gaggttggctgggatgg cctcagactcaactgg accgcggctgaccaggcctatgagcac 
i ttt atc att c aggtg c ag g agg c c aac aaggtgg agg c ag ct cgg aac ct c accgtg cct 
ggcagccttcgggctgtggacataccgggcctcaaggctgctacgccttatacagtctcc 
atctatggggtgatccagggctatagaacaccagtgctctctgctgaggcctccacaggg 
gaaactcccaatttgggagaggtcgtggtggccgaggtgggctgggatgccctcaaactc 
jaactggactgctccagaaggggcctatgagtactttttcattcaggtgcaggaggctgac 
|acagtagaggcagcccagaacctcaccgtcccaggaggactgaggtccacagacctgcct 
'gggctcaaagcagccactcattataccatcaccatccgcggggtcactcaggacttcagc 
j acaacccctctctctgttgaagtcttgacagaggaggttccagatatgggaaacctcaca 
gtgaccgaggttagctgggatgctctcagactgaactggaccacgccagatggaacctat 
gaccagtttactattcaggtccaggaggctgaccaggtggaagaggctcacaatctcacg 
|gttcctggcagcctgcgttccatggaaatcccaggcctcagggctggcactccttacaca 
gtcaccctgcacggcgaggtcaggggccacagcactcgaccccttgctgtagaggtcgtc 
! acagaggatctcccacagctgggagatttagccgtgtctgaggttggctgggatggcctc 
: agactcaactggaccgcagctgacaatgcctatgagcactttgtcattcaggtgcaggag 
gtcaacaaagtggaggcagcccagaacctcacgttgcctggcagcctcagggctgtggac 
atcccgggcctcgaggctgccacgccttatagagtctccatctatggggtgatccggggc 
tatagaacaccagtactctctgctgaggcctccacagccaaagaacctgaaattggaaac 

TTAAATGTTTCTGACATAACTCCCGAGAGCTTCAATCTCTCCTGGATGGCTACCGATGGG 
ATCTTCGAGACCTTTACCATTGAAATTATTGATTCCAATAGGTTGCTGGAGACTGTGGAA 
;TATAATATCTCTGGTGCTGAACGAACTGCCCATATCTCAGGGCTACCCCCTAGTACTGAT 
■TTTATTGTCTACCTCTCTGGACTTGCTCCCAGCATCCGGACCAAAACCATCAGTGCCACA 
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■GCCACGACAGAGGCCCTGCCCCTTCTGGAAAACCTAACCATTTCCGACATTAATCCCTAC 
GGGTTCACAGTTTCCTGGATGGCATCGGAGAATGCCTTTGACAGCTTTCTAGTAACGGTG 
GTGGATTCTGGGAAGCTGCTGGACCCCCAGGAATTCACACTTTCAGGAACCCAGAGGAAG 
CTGGAGCTTAGAGGCCTCATAACTGGCATTGGCTATGAGGTTATGGTCTCTGGCTTCACC 
CAAGGGCATCAAACCAAGCCCTTGAGGGCTGAGATTGTTACAGAAGCCGAACCGGAAGTT 
GACAACCTTCTGGTTTCAGATGCCACCCCAGACGGTTTCCGTCTGTCCTGGACAGCTGAT 
GAAGGGGTCTTCGACAATTTTGTTCTCAAAATCAGAGATACCAAAAAGCAGTCTGAGCCA 
CTGGAAATAACCCTACTTGCCCCCGAACGTACCAGGGACATAACAGGTCTCAGAGAGGCT 
ACTGAATACGAAATTGAACTCTATGGAATAAGCAAAGGAAGGCGATCCCAGACAGTCAGT 
GCTATAGCAACAACAGCCATGGGCTCCCCAAAGGAAGTCATTTTCTCAGACATCACTGAA 
AATTCGGCTACTGTCAGCTGGAGGGCACCCACGGCCCAAGTGGAGAGCTTCCGGATTACC 
TATGTGCCCATTACAGGAGGTACACCCTCCATGGTAACTGTGGACGGAACCAAGACTCAG 
ACCAGGCTGGTGAAACTCATACCTGGCGTGGAGTACCTTGTCAGCATCATCGCCATGAAG 
GGCTTTGAGGAAAGTGAACCTGTCTCAGGGTCATTCACCACAGCTCTGGATGGCCCATCT 
GG CCTGGTG AC AGC C AAC ATC ACTG ACT C AG AAG C CTTGG C C AGGTGG C AGC C AGC CATT 
GCCACTGTGGACAGTTATGTCATCTCCTACACAGGCGAGAAAGTGCCAGAAATTACACGC 
ACGGTGTCCGGGAACACAGTGGAGTATGCTCTGACCGACCTCGAGCCTGCCACGGAATAC 
A C ACT G AG AAT CTTTG C AG AG AAAGG GC C C C AG AAG AG CTC AAC CATC ACTG C C AAGTT C 
ACAACAGACCTCGATTCTCCAAGAGACTTGACTGCTACTGAGGTTCAGTCGGAAACTGCC 
CTCCTTACCTGGCGACCCCCCCGGGCATCAGTCACCGGTTACCTGCTGGTCTATGAATCA 
jGTGGATGGCACAGTCAAGGAAGTCATTGTGGGTCCAGATACCACCTCCTACAGCCTGGCA 
JGACCTGAGCCCATCCACCCACTACACAGCCAAGATCCAGGCACTCAATGGGCCCCTGAGG 
•AGCAATATGATCCAGACCATCTTCACCACAATTGGACTCCTGTACCCCTTCCCCAAGGAC 
TG CTC C CAAGCAATG CT G AAT GG AG AC ACG A C CT CTG G C CT CT AC ACC ATTTAT CTG AAT 
GGTGATAAGGCTCAGGCGCTGGAAGTCTTCTGTGACATGACCTCTGATGGGGGTGGATGG 
ATTGTGTTCCTGAGACGCAAAAACGGACGCGAGAACTTCTACCAAAACTGGAAGGCATAT 
GCTGCTGGATTTGGGGACCGCAGAGAAGAATTCTGGCTTGGGCTGGACAACCTGAACAAA 
ATCACAGCCCAGGGGCAGTACGAGCTCCGGGTGGACCTGCGGGACCATGGGGAGACAGCC 
;TTTGCTGTCTATGACAAGTTCAGCGTGGGAGATGCCAAGACTCGCTACAAGCTGAAGGTG 
GAGGGGTACAGTGGGACAGCAGGTGACTCCATGGCCTACCACAATGGCAGATCCTTCTCC 
JACCTTTGACAAGGACACAGATTCAGCCATCACCAACTGTGCTCTGTCTACAAGGGGCTTC 
jTGGTACAGGAACTGTCACCGTGTCAACCTGATGGGGAGATATGGGGACAATAACCACAGT 
jCAGGGCGTTAACTGGTTCCACTGGAAGGGCCACGAACACTCAATCCAGTTTGCTGAGATG 
jAAGCTGAGACCAAGCAACTTCAGAAATCTTGAAGGCAGGCGCAAACGGGCATAA ATTGGA 


jGGGACCACTGGGTGAGAGAGGAATAAGGCGGCCCAGAGCGAGGAAAGGATTTTACCAAAG 


CATCAATACAACCAGCCCAACCATCGGTCCACACCTGGGCATTTGGTGAGAATCAAAGCT 


GACCATGGATCCCTGGGGCCAACGGCAACAGCATGGGCCTCACCTCCTCTGTGATTTCTT 


NOV35a, 
CG55832-01 
Protein Sequence 


TCTTTGCACCAAAGACATCAGTCTCCAACATGTTTCTGTTTTGTTGTTTGATTCAGCAAA 
AATCTCCCAGTGACAACATCGCAATAGTTTTTTACTTCTCTTAGGTGGCTCTGGGATGGG 


AGAGGGGTAGGATGTACAGGGGTAGTTTGTTTTAGAACCAGCCGTATTTTACATGAAGCT 


GTATAATTAATTGTCATTATTTTTGTTAGCAAAGATTAAATGTGTCATTGGAAGCCATCC 
CTTTTTTTACATTTCATACAACAGAAACCAGAAAAGCAATACTGTTTCCATTTTAAGGAT 


ATGATTAATATTATTAATATAATAATGATGATGATGATGATGAAAACTAAGGATTTTTCA 
AGAGATCTTTCTTTCCAAAACATTTCTGGACAGTACCTGATTGTATTTTTTTTTTAAATA 
AAAG C A CAAGTACTTTTG AAAAAAAA 


ORF Start: ATG at 55 


SEQ ID NO: 132 


j'2199 aa 


ORF Stop: TAA at 6652 


MWat 240715.6kD 


(mgamtqllagvflaflalateggvlkkvirhkrqsgvnatlpeenqpwfnhvyniklpv 
gsqcsvdlesasgekdlappsepsesfqehtvdgenqivfthriniprracgcaaapdvk 

ELLSRLEELENLVSSLREQCTAGAGCCLQPATGRLDTRPFCSGRGNFSTEGCGCVCEPGW 
KGPNCSEPECPGNCHLRGRCIDGQCICDDGFTGEDCSQLACPSDCNDQGKCVNGVCICFE 
;GYAADCSREICPVPCSEEHGTCVDGLCVCHDGFAGDDCNKPLCLNNCYNRGRCVENECVC 
DEGFTGEDCSELICPNDCFDRGRCINGTCYCEEGFTGEDCGKPTCPHACHTQGRCEEGQC 
VCDEGFAGVDCSEKRCPADCHNRGRCVDGRCECDDGFTGADCGELKCPNGCSGHGRCVNG 
QCVCDEGYTGEDCSQLRCPNDCHSRGRCVEGKCVCBQGFKGYDCSDMSCPNDCHQHGRCV 
NGMCVCDDGYTGEDCRDRQCPRDCSNRGLCVDGQCVCEDGFTGPDCAELSCPNDCHGQGR 
jCVNGQCVCHEGFMGKDCKEQRCPSDCHGQGRCVDGQCICHEGFTGLDCGQHSCPSDCNNL 
|GQCVSGRCICNEGYSGEDCSEVSPPKDLWTEVTEETVNLAWDNEMRVTEYLWYTPTHE 
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^GGLEMQFRVPGDQTSTIIREbBPGVEYFIRVFAILENKKSIPVSARVATYLPAPEGLKFK 
SIKETSVEVEWDPLDIAFETWEIIFRNMNKEDEGEITKSLRRPETSYRQTGLAPGQEYEI 
SLHIVKNNTRGPGLKRVTTTRLDAPSQIEVKDVTDTTALITWFKPLAEIDGIELTYGIKD 
; VPGDRTTIDLTEDENQYSIGNIiKPDTEYEVSLISRRGDMSSNPAKETFTTGLDAPRNLRR 
iVSQTDNSITLEWRNGKAAIDSYRIKYAPISGGDHAEVDVPKSQQATTKTTLTGLRPGTEY 
GIGVSAVKEDKESNPATINAATELDTPKDLQVSETAETSLTLLWKTPLAKFDRYRLNYSL 
PTGQWVGVQLPRNTTSYVLRGLEPGQEYMVLLTAEKGRHKSKPARVKASTEQAPELENLT 
VTEVGWDGLRLNWTAADQAYEHFIIQVQEANKVEAARNLTVPGSLRAVDIPGLKAATPYT 
VSIYGVIQGYRTPVLSAEASTGETPNLGEVWAEVGWDALKLNWTAPEGAYEYFFIQVQE 
ADTVEAAQNLTVPGGLRSTDLPGLKAATHYTITIRGVTQDFSTTPLSVEVLTEEVPDMGN 
LTVTEVSWDALRLNWTTPDGTYDQFTIQVQEADQVEEAHNLTVPGSLRSMEIPGLRAGTP 
: YTVTLHGEVRGHSTRPLAVEWTEDLPQLGDLAVSEVGWDGLRLNWTAADNAYEHFVIQV 
QEVNKVEAAQNLTLPGSLRAVDI PGLE AAT P YRVS I YGVI RGYRTPVLS AEASTAKEPE I 
GNLNVSDITPESFNLSWMATDGIFETFTIEIIDSNRLLETVEYMISGAERTAHISGLPPS 
TDFIVYLSGLAPSIRTKTISATATTEALPLLENLTISDINPYGFTVSWMASENAFDSFLV 
;TWDSGKLLDPQEFTLSGTQRKLELRGLITGIGYEVMVSGFTQGHQTKPLRAEIVTEAEP 
EVDNLLVSDATPDGFRLSWTADEGVFDNFVLKIRDTKKQSEPLEITLLAPERTRDITGLR 
EATEYEIELYGISKGRRSQTVSAIATTAMGSPKEVIFSDITENSATVSWRAPTAQVESFR 
ITYVPITGGTPSMVTVDGTKTQTRLVKLIPGVEYLVSIIAMKGFEESEPVSGSFTTALDG 
PSGLVTANITDSEALARWQPAIATVDSYVISYTGEKVPEITRTVSGNTVEYALTDLEPAT 
EYTLRIFAEKGPQKSSTITAKFTTDLDSPRDLTATEVQSETALLTWRPPRASVTGYLLVY 
ESVDGTVKEVIVGPDTTSYSLADLSPSTHYTAKIQALNGPLRSNMIQTIFTTIGLLYPFP 
KDCSQAMLNGDTTSGLYTIYLNGDKAQALEVFCDMTSDGGGWIVFLRRKNGRENFYQNWK 
AYAAGFGDRREEFWLGLDNLNKITAQGQYELRVDLRDHGETAFAVYDKFSVGDAKTRYKL 
KVEGYSGTAGDSMAYHNGRSFSTFDKDTDSAITNCALSTRGFWYRNCHRVNLMGRYGDNN 
HSQGVNWFHWKGHEHSIQFAEMKLRPSNFRNLEGRRKRA 


~SEQIDNO:183 ]7013 bp | 

NOV35b, 
CG55832-03 
DNA Sequence 

< 

( 
( 
} 
< 

1 

,1 

GAATTCGCTAGAGCCCTAGAGCCCCAGCAGCACCCAGCCAAACCCACCTCCACCATGGGG 

GCCATGACTCAGCTGTTGGCAGGTGTCTTTCTTGCTTTCCTTGCCCTCGCTACCGAAGGT 
GGGGTCCTCAAGAAAGTCATCCGGCACAAGCGACAGAGTGGGGTGAACGCCACCCTGCCA 
GAAGAGAACCAGCCAGTGGTGTTTAACCACGTTTACAACATCAAGCTGCCAGTGGGATCC 
CAGTGTTCGGTGGATCTGGAGTCAGCCAGTGGGGAGAAAGACCTGGCACCGCCTTCAGAG 
CCCAGCGAAAGCTTTCAGGAGCACACAGTAGATGGGGAAAACCAGATTGTCTTCACACAT 
CGCATCAACATCCCCCGCCGGGCCTGTGGCTGTGCCGCAGCCCCTGATGTTAAGGAGCTG 
CTGAGCAGACTGGAGGAGCTGGAGAACCTGGTGTCTTCCCTGAGGGAGCAATGTACTGCA 
GGAGCAGGCTGCTGTCTCCAGCCTGCCACAGGCCGCTTGGACACCAGGCCCTTCTGTAGC 
GGTCGGGGCAACTTCAGCACTGAAGGATGTGGCTGTGTCTGCGAACCTGGCTGGAAAGGC 
CCCAACTGCTCTGAGCCCGAATGTCCAGGCAACTGTCACCTTCGAGGCCGGTGCATTGAT 
GGGCAGTGCATCTGTGACGACGGCTTCACGGGCGAGGACTGCAGCCAGCTGGCTTGCCCC 
AGCGACTGCAATGACCAGGGCAAGTGCGTGAATGGAGTCTGCATCTGTTTCGAAGGCTAC 
GCGGCTGACTGCAGCCGTGAAATCTGCCCAGTGCCCTGCAGTGAGGAGCACGGCACATGT 
GTAGATGGCTTGTGTGTGTGCCACGATGGCTTTGCAGGCGATGACTGCAACAAGCCTCTG 
TGTCTCAACAATTGCTACAACCGTGGACGATGCGTGGAGAATGAGTGCGTGTGTGATGAG 
GGTTTCACGGGCGAAGACTGCAGTGAGCTCATCTGCCCCAATGACTGCTTCGACCGGGGC 
CGCTGCATCAATGGCACCTGCTACTGCGAAGAAGGCTTCACAGGTGAAGACTGCGGGAAA 
CCCACCTGCCCACATGCCTGCCACACCCAGGGCCGGTGTGAGGAGGGGCAGTGTGTATGT 
GATGAGGGCTTTGCCGGTGTGGACTGCAGCGAGAAGAGGTGTCCTGCTGACTGTCACAAT 
CGTGGCCGCTGTGTAGACGGGCGGTGTGAGTGTGATGATGGTTTCACTGGAGCTGACTGT 
3GGGAGCTCAAGTGTCCCAATGGCTGCAGTGGCCATGGCCGCTGTGTCAATGGGCAGTGT 
STGTGTGATGAGGGCTATACTGGGGAGGACTGCAGCCAGCTACGGTGCCCCAATGACTGT 
rACAGTCGGGGCCGCTGTGTCGAGGGCAAATGTGTATGTGAGCAAGGCTTCAAGGGCTAT 
3 ACTG C AGTG AC ATG AG CTG C C CT AATG ACTGT C ACC AG C A CGG C CG CTGTGTG AATGG C 
^TGTGTGTTTGTGATGACGGCTACACAGGGGAAGACTGCCGGGATCGCCAATGCCCCAGG 
3ACTGCAGCAACAGGGGCCTCTGTGTGGACGGACAGTGCGTCTGTGAGGACGGCTTCACC 
3GCCCTGACTGTGCAGAACTCTCCTGTCCAAATGACTGCCATGGCCAGGGTCGCTGTGTG 
\ATGGGCAGTGCGTGTGCCATGAAGGATTTATGGGCAAAGACTGCAAGGAGCAAAGATGT 
:CCAGTGACTGTCATGGCCAGGGCCGCTGCGTGGACGGCCAGTGCATCTGCCACGAGGGC 
rTCACAGGCCTGGACTGTGGCCAGCACTCCTGCCCCAGTGACTGCAACAACTTAGGACAA 
rGCGTCTCGGGCCGCTGCATCTGCAACGAGGGCTACAGCGGAGAAGACTGCTCAGAGGTG 
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TCTCCTCCCAAAGACCTCGTTGTGACAGAAGTGACGGAAGAGACGGTCAACCTGGCCTGG 
GACAATGAGATGCGGGTCACAGAGTACCTTGTCGTGTACACGCCCACCCACGAGGGTGGT 
CTGGAAATGCAGTTCCGTGTGCCTGGGGACCAGACGTCCACCATCATCCGGGAGCTGGAG 

ICCTGGTGTGGAGTACTTTATCCGTGTATTTGCCATCCTGGAGAACAAGAAGAGCATTCCT 
GT C AGCG C C AGGGT G G C C ACGT AC TT AC CTGC AC CTG AAGG C CTG AAATT C AAGTCC AT C 
AAGGAGACATCTGTGGAAGTGGAGTGGGATCCTCTAGACATTGCTTTTGAAAC CTGGGAG 
ATCATCTTCCGGAATATGAATAAAGAAGATGAGGGAGAGATCACCAAAAGCCTGAGGAGG 
CCAGAGACCTCTTACCGGCAAACTGGTCTAGCTCCTGGGCAAGAGTATGAGATATCTCTG 
CACATAGTGAAAAACAATACCCGGGGCCCTGGCCTGAAGAGGGTGACCACCACACGCTTG 
GATGCCCCCAGCCAGATCGAGGTGAAAGATGTCACAGACACCACTGCCTTGATCACCTGG 
* TTCAAGCCCCTGGCTGAGATCGATGGCATTGAGCTGACCTACGGCATCAAAGACGTGCCA 
GGAGACCGTACCACCATCGATCTCACAGAGGACGAGAACCAGTACTCCATCGGGAACCTG 
AAGCCTGACACTGAGTACGAGGTGTCCCTCATCTCCCGCAGAGGTGACATGTCAAGCAAC 
CCAGCCAAAGAGACCTTCACAACAGGCCTCGATGCTCCCAGGAATCTTCGACGTGTTTCC 
CAGACAGATAACAGCATCACCCTGGAATGGAGGAATGGCAAGGCAGCTATTGACAGTTAC 
AdAATTAAGTATGCCCCCATCTCTGGAGGGGACCACGCTGAGGTTGATGTTCCAAAGAGC 

'CAACAAGCCACAACCAAAACCACACTCACAGGTCTGAGGCCGGGAACTGAATATGGGATT 
GGAGTTTCTGCTGTGAAGGAAGACAAGGAGAGCAATCCAGCGACCATCAACGCAGCCACA 
G AGTTGG AC ACG C C CAAG G AC CTTC AGGTTT CT G AAACTGCAG AG ACC AG C CTG AC C CTG 
CTCTGGAAGACACCGTTGGCCAAATTTGACCGCTACCGCCTCAATTACAGTCTCCCCACA 
GGCCAGTGGGTGGGAGTGCAGCTTCCAAGAAACACCACTTCCTATGTCCTGAGAGGCCTG 
GAACCAGGACAGGAGTACAATGTCCTCCTGACAGCCGAGAAAGGCAGACACAAGAGCAAG 
CCCGCACGTGTGAAGGCATCCACTGAACAAGCCCCTGAGCTGGAAAACCTCACCGTGACT 
GAGGTTGGCTGGGATGGCCTCAGACTCAACTGGACCGCGGCTGACCAGGCCTATGAGCAC 
TTTATCATTCAGGTGCAGGAGGCCAACAAGGTGGAGGCAGCTCGGAACCTCACCGTGCCT 
GGCAGCCTTCGGGCTGTGGACATACCGGGCCTCAAGGCTGCTACGCCTTATACAGTCTCC 
ATCTATGGGGTGATCCAGGGCTATAGAACACCAGTGCTCTCTGCTGAGGCCTCCACAGGG 
GAAACTCCCAATTTGGGAGAGGTCGTGGTGGCCGAGGTGGGCTGGGATGCCCTCAAACTC 
AACTGGACTGCTCCAGAAGGGGCCTATGAGTACTTTTTCATTCAGGTGCAGGAGGCTGAC 
ACAGTAGAGGCAGCCCAGAACCTCACCGTCCCAGGAGGACTGAGGTCCACAGACCTGCCT 
GGGCTCAAAGCAGCCACTCATTATACCATCACCATCCGCGGGGTCACTCAGGACTTCAGC 
ACAACCCCTCTCTCTGTTGAAGTCTTGACAGAGGAGGTTCCAGATATGGGAAACCTCACA 
GTGACCGAGGTTAGCTGGGATGCTCTCAGACTGAACTGGACCACGCCAGATGGAACCTAT 
GACCAGTTTACTATTCAGGTCCAGGAGGCTGACCAGGTGGAAGAGGCTCACAATCTCACG 

IGTTCCTGGCAGCCTGCGTTCCATGGAAATCCCAGGCCTCAGGGCTGGCACTCCTTACACA 
GTCACCCTGCACGGCGAGGTCAGGGGCCACAGCACTCGACCCCTTGCTGTAGAGGTCGTC 
ACAGAGGATCTCCCACAGCTGGGAGATTTAGCCGTGTCTGAGGTTGGCTGGGATGGCCTC 
AGACTCAACTGGACCGCAGCTGACAATGCCTATGAGCACTTTGTCATTCAGGTGCAGGAG 

:GTCAACAAAGTGGAGGCAGCCCAGAACCTCACGTTGCCTGGCAGCCTCAGGGCTGTGGAC 
ATCCCGGGCCTCGAGGCTGCCACGCCTTATAGAGTCTCCATCTATGGGGTGATCCGGGGC 

: TATAGAACACCAGTACTCTCTGCTGAGGCCTCCACAGCCAAAGAACCTGAAATTGGAAAC 
TTAAATGTTTCTGACATAACTCCCGAGAGCTTCAATCTCTCCTGGATGGCTACCGATGGG 
ATCTTCGAGACCTTTACCATTGAAATTATTGATTCCAATAGGTTGCTGGAGACTGTGGAA 
TATAATATCTCTGGTGCTGAACGAACTGCCCATATCTCAGGGCTACCCCCTAGTACTGAT 
TTTATTGTCTACCTCTCTGGACTTGCTCCCAGCATCCGGACCAAAACCATCAGTGCCACA 
GCCACGACAGAAGCCGAACCGGAAGTTGACAACCTTCTGGTTTCAGATGCCACCCCAGAC 
GGTTTCCGTCTGTCCTGGACAGCTGATGAAGGGGTCTTCGACAATTTTGTTCTCAAAATC 
AGAGATACCAAAAAGCAGTCTGAGCCACTGGAAATAACCCTACTTGCCCCCGAACGTACC 
AGGGACATAACAGGTCTCAGAGAGGCTACTGAATACGAAATTGAACTCTATGGAATAAGC 
AAAGGAAGGCGATCCCAGACAGTCAGTGCTATAGCAACAACAGCCATGGGCTCCCCAAAG 
GAAGTCATTTTCTCAGACATCACTGAAAATTCGGCTACTGTCAGCTGGAGGGCACCCACG 
GCCCAAGTGGAGAGCTTCCGGATTACCTATGTGCCCATTACAGGAGGTACACCCTCCATG 
GTAACTGTGGACGGAACCAAGACTCAGACCAGGCTGGTGAAACTCATACCTGGCGTGGAG 
TACCTTGTCAGCATCATCGCCATGAAGGGCTTTGAGGAAAGTGAACCTGTCTCAGGGTCA 
TTCACCACAGCTCTGGATGGCCCATCTGGCCTGGTGACAGCCAACATCACTGACTCAGAA 
GCCTTGGCCAGGTGGCAGCCAGCCATTGCCACTGTGGACAGTTATGTCATCTCCTACACA 
GGCGAGAAAGTGCCAGAAATTACACGCACGGTGTCCGGGAACACAGTGGAGTATGCTCTG 
ACCGACCTCGAGCCTGCCACGGAATACACACTGAGAATCTTTGCAGAGAAAGGGCCCCAG 
AAGAGCTCAACCATCACTGCCAAGTTCACAACAGACCTCGATTCTCCAAGAGACTTGACT 
GCTACTGAGGTTCAGTCGGAAACTGCCCTCCTTACCTGGCGACXCCCCCGGGCATCAGTC 
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ACCGGTTACCTGCTGGTCTATGAATCAGTGGATGGCACAGTCAAGGAAGTCATTGTGGGT 
CCAGATACCACCTCCTACAGCCTGGCAGACCTGAGCCCATCCACCCACTACACAGCCAAG 
ATCCAGGCACTCAATGGGCCCCTGAGGAGCAATATGATCCAGACCATCTTCACCACAATT 
GGACTCCTGTACCCCTTCCCCAAGGACTGCTCCCAAGCAATGCTGAATGGAGACAPGAPr 
TCTGGCCTCTACACCATTTATCTGAATGGTGATAAGGCTCAGGCGCTGGAAGTCTTrTGT 

GACATGACCTCTGATGGGGGTGGATGGATTGTGTTCCTGAGACGCAAAAACGGACGCGAG 
AACTTCTACCAAAACTf?GAAf^nPATATnrTr:pTt^nAT^Tnnnnarr<^ra(^AnA^r:AaTTr» 

TGGCTTGGGCTGGACAAPPTPA APAA A ATPAPAPPPPAP,P,PiPiPAP,TAPPAP»PTPPP.f2PTP 
GACCTGCGGGACCATGGGGAGAPAi^PPTTTnPTRTPTATGAPAAGTTPAPPPT^nPAria'T 
GCCAAGACTPGPTAPA AP,PTPA APPTPP.APPPPTAPAPTPPP APAPPAPPTPAPTPP ATr* 
GCCTACCACAATGGPAGATPPTTPTPPAPPTTTP,APAAnnAPAPAP,ATTPAPPPATPAPP 
AAPTGTGCTCTGTPTAPAAPtftP*P,PTTPTP,P.TAPA(2n;A APTPTPAPPP/TPTP AAPPTP ATP 

GGGAGATATGGGGACAATAACCACAGTCAGGGCGTTAACTGGTTCCACTGGAAGGGCCAC 
GAACACTCAATCCAGTTTGCTGAGATGAAGCTGAGACCAAGCAACTTCAGAAATCTTGAA 
G GC AGG CG C AAACGG GC ATAAATTG G AGGG A CC ACTGG GTGAG AG AGG AAT AAGG CG G C C 

PAGAGPGAGGA A APPATTTT A PP A & A nPaTr"l\ ATZ1P A APPSP.PPP A APP&TPPPTPPl\r*a 

CCTGGGCATTTGGTGAGAATCAAAGCTGACCATGGATCCCTGGGGCCAACGGCAACAGCA 

TGGGCCTCACCTCCTCTGTGATTTCTTTCTTTGCACCAAAGACATCAGTCTCCAACATGT 

TTCTGTTTTGTTGTTTGATTCAGCAAAAATCTCCCAGTGACAACATCGCAATAGTTTTTT 

ACTTCTCTTAGGTGGCTCTGGGATGGGAGAGGGGTAGGATGTACAGGGGTAGTTTGTTTT 

AGAACCAGCCGTATTTTACATGAAGCTGTATAATTAATTGTCATTATTTTTGTTAGCAAA 

GATTAjy\TGTGTCATTGGAAGCCATCCCTTTTTTTACATTTCATACAACAGAAACCAGAA 

AAG C AAT AC TGTTTC C ATTTT AAGG AT ATG ATT AAT ATT ATT AAT AT AAT AATG ATG ATG 

ATGATGATGAAAACTAAGGATTTTTCAAGAGATCTTTCTTTCCAAAACATTTCTGGACAG 

T ACCTG ATTGT ATTTTTTTTT T AAATAAAAG C A C AAGT A CTTTTG AAAAAAAA 


ORF Start: ATG at 55 J fORF Stop: TAA at 6379 


SJEQ ID NO: 1 84 }2 108 aa fMW at 230729.3kD 

NOV35b, 
CG55S32-03 
Protein Sequence 

] 

MGAMTQLLAGVFLAFLALATEGGVLKKVIRHKRQSGVNATLPEENQPWFNHVYNIKLPV 
GSQCSVDLESASGEKDLAPPSEPSESFQEHTVDGENQIVFTHRINIPRRACGCAAAPDVK 
ELLSRLEELENLVSSLREQCTAGAGCCLQPATGRLDTRPFCSGRGNFSTEGCGCVCEPGW 
KGPNCSEPECPGNCHLRGRCIDGQCICDDGFTGEDCSQLACPSDCNDQGKCVNGVCICFE 
GYAADCSREICPVPCSEEHGTCVDGLCVCHDGFAGDDCNKPLCLNNCYNRGRCVENECVC 
DEGFTGEDCSELICPNDCFDRGRCINGTCYCEEGFTGEDCGKPTCPHACHTQGRCEEGQC 
VCDEGFAGVDCSEKRCPADCHNRGRCVDGRCECDDGFTGADCGELKCPNGCSGHGRCVNG 
QCVCDEGYTGEDCSQLRCPNDCHSRGRCVEGKCVCEQGFKGYDCSDMSCPNDCHQHGRCV 
NGMCVCDDGYTGEDCRDRQCPRDCSNRGLCVDGQCVCEDGFTGPDCAELSCPNDCHGQGR 
CVNGQCVCHEGFMGKDCKEQRCPSDCHGQGRCVDGQCICHEGFTGLDCGQHSCPSDCNNL 
GQCVSGRCICNEGYSGEDCSEVSPPKDLWTEVTEETVNLAWDNEMRVTEYLWYTPTHE 
GGLEMQFRVPGDQTSTIIRELEPGVEYFIRVFAILENKKSIPVSARVATYLPAPEGLKFK 
SIKETSVEVEWDPLDIAFETWEIIFRNMNKEDEGEITKSLRRPETSYRQTGLAPGQEYEI 
SLHIVKNNTRGPGLKRVTTTRLDAPSQIEVKDVTDTTALITWFKPLAEIDGIELTYGIKD 
VPGDRTTIDLTEDENQYSIGNLKPDTEYEVSLISRRGDMSSNPAKETFTTGLDAPRNLRR 
VSQTDNSITLEWRNGKAAIDSYRIKYAPISGGDHAEVDVPKSQQATTKTTLTGLRPGTEY 
GIGVSAVKEDKESNPATINAATELDTPKDLQVSETAETSLTLLWKTPLAKFDRYRLNYSL 
PTGQWVGVQLPRNTTSYVLRGLEPGQEYNVLLTAEKGRHKSKPARVKASTEQAPELENLT 
VTEVGWDGLRLNWTAADQAYEHFI IQVQEANKVEAARNLTVPGSLRAVDI PGLKAATPYT 
VSIYGVIQGYRTPVLSAEASTGETPNLGEVWAEVGWDALKLNWTAPEGAYEYFFIQVQE 
ADTVEAAQNLTVPGGLRSTDLPGLKAATHYTITIRGVTQDFSTTPLSVEVLTEEVPDMGN 
LTVTEVSWDALRLNWTTPDGTYDQFTIQVQEADQVEEAHNLTVPGSLRSMEIPGLRAGTP 
x-TVTLHGEVRGHSTRPLAVEVVTEDLPQLGDLAVSEVGWDGLRLNWTAADNAYEHFVIQV 
2EVNKVE AAQNLTLPGS LRAVD I PGLEAATP YRVS I YGVI RG YRT P VLS AE ASTAKE PE I 
3NLNVSDITPESFNLSWMATDGIFETFTIEIIDSNRLLETVEYNISGAERTAHISGLPPS 
rDFIVYLSGLAPSIRTKTISATATTEAEPEVDNLLVSDATPDGFRLSWTADEGVFDNFVL 
KIRDTKKQSEPLEITLLAPERTRDITGLREATEYEIELYGISKGRRSQTVSAIATTAMGS 
PKEVIFSDITENSATVSWRAPTAQVESFRITYVPITGGTPSMVTVDGTKTQTRLVKLIPG 
/EYLVS I IAMKGFEESEPVSGSFTTALDGPSGLVTANITDSEALARWQPAIATVDSYVIS 
fTGEKVPEITRTVSGNTVEYALTDLEPATEYTLRIFAEKGPQKSSTITAKFTTDLDSPRD 
LiTATEVQSETALIiTWRPPRASVTGYIiLVYESVDGTVKEVIVGPDTTSYSLADLSPSTHYT 
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AKIQALNGPLRSNMIQTIFTTIGLLYPFPKDCSQAMLNGDTTSGLYTIYLNGDKAQALEV 
FCDMTSDGGGWIVFLRRKNGRENFYQNWKAYAAGFGDRREEFWLGLDNLNKITAQGQYEL 
RVDLRDHGETAFAVYDKFSVGDAKTRYKLKVEGYSGTAGDSMAYHNGRSFSTFDKDTDSA 
ITNCALSTRGFWYRNCHRVNLMGRYGDNNHSQGVNWFHWKGHEHSIQFAEMKLRPSNFRN 
LEGRRKRA 


SEQIDNO:185 J5375 bp {• 

iNOV35c, 
CG55832-02 
DNA Sequence 

> 

< 

K 
( 

|( 

jGAATTCGCTAGAGCCCTAGAGCCCCAGCAGCACCCAGCCAAACCCACCTCCACCATGGGG 

G C CAT G ACT C AGCTG TTG G C AGGTGT C TTT CTT G CTTTCCTTG CC CTCG CT AC CG AAG GT 
GGGGTCCTCAAGAAAGTCATCCGGCACAAGCGACAGAGTGGGGTGAACGCCACCCTGCCA 
GAAGAGAACCAGCCAGTGGTGTTTAACCACGTTTACAACATCAAGCTGCCAGTGGGATCC 
CAGTGTTCGGTGGATCTGGAGTCAGCCAGTGGGGAGAAAGACCTGGCACCGCCTTCAGAG 
iCCCAGCGAAAGCTTTCAGGAGCACACAGTAGATGGGGAAAACCAGATTGTCTTCACACAT 
CGCATCAACATCCCCCGCCGGGCCTGTGGCTGTGCCGCAGCCCCTGATGTTAAGGAGCTG 
CTGAGCAGACTGGAGGAGCTGGAGAACCTGGTGTCTTCCCTGAGGGAGCAATGTACTGCA 
GGAGCAGGCTGCTGTCTCCAGCCTGCCACAGGCCGCTTGGACACCAGGCCCTTCTGTAGC 
GGTCGGGGCAACTTCAGCACTGAAGGATGTGGCTGTGTCTGCGAACCTGGCTGGAAAGGC 
CCCAACTGCTCTGAGCCCGAATGTCCAGGCAACTGTCACCTTCGAGGCCGGTGCATTGAT 
GGGCAGTGCATCTGTGACGACGGCTTCACGGGCGAGGACTGCAGCCAGCTGGCTTGCCCC 
AGCGACTGCAATGACCAGGGCAAGTGCGTGAATGGAGTCTGCATCTGTTTCGAAGGCTAC 
GCGGCTGACTGCAGCCGTGAAATCTGCCCAGTGCCCTGCAGTGAGGAGCACGGCACATGT 
GTAGATGGCTTGTGTGTGTGCCACGATGGCTTTGCAGGCGATGACTGCAACAAGCCTCTG 
TGTCTCAACAATTGCTACAACCGTGGACGATGCGTGGAGAATGAGTGCGTGTGTGATGAG 
GGTTTCACGGGCGAAGACTGCAGTGAGCTCATCTGCCCCAATGACTGCTTCGACCGGGGC 
CGCTGCATCAATGGCACCTGCTACTGCGAAGAAGGCTTCACAGGTGAAGACTGCGGGAAA 
CCCACCTGCCCACATGCCTGCCACACCCAGGGCCGGTGTGAGGAGGGGCAGTGTGTATGT 
GATGAGGGCTTTGCCGGTGTGGACTGCAGCGAGAAGAGGTGTCCTGCTGACTGTCACAAT 
CGTGGCCGCTGTGTAGACGGGCGGTGTGAGTGTGATGATGGTTTCACTGGAGCTGACTGT 
GGGGAGCTCAAGTGTCCCAATGGCTGCAGTGGCCATGGCCGCTGTGTCAATGGGCAGTGT 
GTGTGTGATGAGGGCTATACTGGGGAGGACTGCAGCCAGCTACGGTGCCCCAATGACTGT 
CACAGTCGGGGCCGCTGTGTCGAGGGCAAATGTGTATGTGAGCAAGGCTTCAAGGGCTAT 
GACTGCAGTGACATGAGCTGCCCTAATGACTGTCACCAGCACGGCCGCTGTGTGAATGGC 
ATGTGTGTTTGTGATGACGGCTACACAGGGGAAGACTGCCGGGATCGCCAATGCCCCAGG 
GACTGCAGCAACAGGGGCCTCTGTGTGGACGGACAGTGCGTCTGTGAGGACGGCTTCACC 
GGCCCTGACTGTGCAGAACTCTCCTGTCCAAATGACTGCCATGGCCAGGGTCGCTGTGTG 
AATGGGCAGTGCGTGTGCCATGAAGGATTTATGGGCAAAGACTGCAAGGAGCAAAGATGT 
CCCAGTGACTGTCATGGCCAGGGCCGCTGCGTGGACGGCCAGTGCATCTGCCACGAGGGC 
TTCACAGGCCTGGACTGTGGCCAGCACTCCTGCCCCAGTGACTGCAACAACTTAGGACAA 
TGCGTCTCGGGCCGCTGCATCTGCAACGAGGGCTACAGCGGAGAAGACTGCTCAGAGGTG 
TCTCCTCCCAAAGACCTCGTTGTGACAGAAGTGACGGAAGAGACGGTCAACCTGGCCTGG 
GACAATGAGATGCGGGTCACAGAGTACCTTGTCGTGTACACGCCCACCCACGAGGGTGGT 
CTGGAAATGCAGTTCCGTGTGCCTGGGGACCAGACGTCCACCATCATCCGGGAG'CTGGAG 
CCTGGTGTGGAGTACTTTATCCGTGTATTTGCCATCCTGGAGAACAAGAAGAGCATTCCT 
GTCAGCGCCAGGGTGGCCACGTACTTACCTGCACCTGAAGGCCTGAAATTCAAGTCCATC 
AAGGAGACATCTGTGGAAGTGGAGTGGGATCCTCTAGACATTGCTTTTGAAACCTGGGAG 
ATCATCTTCCGGAATATGAATAAAGAAGATGAGGGAGAGATCACCAAAAGCCTGAGGAGG 
CCAGAGACCTCTTACCGGCAAACTGGTCTAGCTCCTGGGCAAGAGTATGAGATATCTCTG 
CACATAGTGAAAAACAATACCCGGGGCCCTGGCCTGAAGAGGGTGACCACCACACGCTTG 
GATGCCCCCAGCCAGATCGAGGTGAAAGATGTCACAGACACCACTGCCTTGATCACCTGG 
TTCAAGCCCCTGGCTGAGATCGATGGCATTGAGCTGACCTACGGCATCAAAGACGTGCCA 
3GAGACCGTACCACCATCGATCTCACAGAGGACGAGAACCAGTACTCCATCGGGAACCTG 
&AGCCTGACACTGAGTACGAGGTGTCCCTCATCTCCCGCAGAGGTGACATGTCAAGCAAC 
CCAGCCAAAGAGACCTTCACAACAGGCCTCGATGCTCCCAGGAATCTTCGACGTGTTTCC 
CAGACAGATAACAGCATCACCCTGGAATGGAGGAATGGCAAGGCAGCTATTGACAGTTAC 
^GAATTAAGTATGCCCCCATCTCTGGAGGGGACCACGCTGAGGTTGATGTTCCAAAGAGC 
wAACAAGCCACAACCAAAACCACACTCACAGGTCTGAGGCCGGGAACTGAATATGGGATT 
3GAGTTTCTGCTGTGAAGGAAGACAAGGAGAGCAATCCAGCGACCATCAACGCAGCCACA 
jAGTTGGACACGCCCAAGGACCTTCAGGTTTCTGAAACTGCAGAGACCAGCCTGACCCTG 
:TCTGGAAGACACCGTTGGCCAAATTTGACCGCTACCGCCTCAATTACAGTCTCCCCACA 
3GCCAGTGGGTGGGAGTGCAGCTTCCAAGAAACACCACTTCCTATGTCCTGAGAGGCCTG 
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GAACCAGGACAGGAGTACAATGTCCTCCTGACAGCCGAGAAAGGCAGACACAAGAGCAAG 
CCCGCACGTGTGAAGGCATCCACTGCCATGGGCTCCCCAAAGGAAGTCATTTTCTCAGAC 
ATCACTGAAAATTCGGCTACTGTCAGCTGGAGGGCACCCACAGCCCAAGTGGAGAGCTTC 
CGGATTACCTATGTGCCCATTACAGGAGGTACACCCTCCATGGTAACTGTGGACGGAACC 
AAGACTCAGACCAGGCTGGTGAAACTCATACCTGGCGTGGAGTACCTTGTCAGCATCATC 
GCCATGAAGGGCTTTGAGGAAAGTGAACCTGTCTCAGGGTCATTCACCACAGCTCTGGAT 
GGCCCATCTGGCCTGGTGACAGCCAACATCACTGACTCAGAAGCCTTGGCCAGGTGGCAG 
CCAGCCATTGCCACTGTGGACAGTTATGTCATCTCCTACACAGGCGAGAAAGTGCCAGAA 
ATT AC ACG C A CG GTGT C C GG G AAC AC AG TG G AGTATGCTCTG AC CGACCTCG AG CCTGCC 
ACGGAATACACACTGAGAATCTTTGCAGAGAAAGGGCCCCAGAAGAGCTCAACCATCACT 
GCCAAGTTCACAACAGACCTCGATTCTCCAAGAGACTTGACTGCTACTGAGGTTCAGTCG 
GAAACTGCCCTCCTTACCTGGCGACCCCCCCGGGCATCAGTCACCGGTTACCTGCTGGTC 
TATGAATCAGTGGATGGCACAGTCAAGGAAGTCATTGTGGGTCCAGATACCACCTCCTAC 
AGCCTGGCAGACCTGAGCCCATCCACCCACTACACAGCCAAGATCCAGGCACTCAATGGG 
pppptp aphapp a at atpatpp an zvppatpttpappap a attppaptppt^tappppttp 

PCPAJXPPAPTPPTPPPAAPPAATPPTPAATPOAPAPAPPAPPTPTPPPPTPTAPAPPATT 
'TATPTGAATGr5TP,ATAanrtPTPannPP,PTnP,aAPTPTTPTnTP,aPATOAPPTPTnaTnn(^ 
! PPTPPtATPP ATTPTPTTPPTP AP APPP A A A A APPP AP^JPH An A APTTPTAPPA A A APTPP 

AAGGCATATGCTGCTGGATTTGGGGACCGCAGAGAAGAATTCTGGCTTGGGCTGGACAAC 
CTGAACAAAATCACAGCCCAGGGGCAGTACGAGCTCCGGGTGGACCTGCGGGACCATGGG 
GAGAC AG CCTTTG CTGTCTATGAC AAGTTCAGCGTGGG AGATGCCAAG ACTCG CT ACAAG 
CTGAAGGTGGAGGGGTACAGTGGGACAGCAGGTGACTCCATGGCCTACCACAATGGCAGA 
TCCTTCTCCACCTTTGACAAGGACACAGATTCAGCCATCACCAACTGTGCTCTGTCTACA 
AGGGGCTTCTGGTACAGGAACTGTCACCGTGTCAACCTGATGGGGAGATATGGGGACAAT 
AACCACAGTCAGGGCGTTAACTGGTTCCACTGGAAGGGCCACGAACACTCAATCCAGTTT 
GCTGAGATGAAGCTGAGACCAAGCAACTTCAGAAATCTTGAAGGCAGGCGCAAACGGGCA 
TAAATTGGAGGGACCACTGGGTGAGAGAGGAATAAGGCGGCCCAGAGCGAGGAAAGGATT 

! 

TTACCAAAGCATCAATACAACCAGCCCAACCATCGGTCCACACCTGGGCATTTGGTGAGA 


ATCAAAGCTGACCATGGATCCCTGGGGCCAACGGCAACAGCATGGGCCTCACCTCCTCTG 


TGATTTCTTTCTTTGCACCAAAGACATCAGTCTCCAACATGTTTCTGTTTTGTTGTTTGA 

/ttcagcaaaaatctcccagtgacaacatcgcaatagttttttacttctcttaggtggctc 

iTGGGATGGGAGAGGGGTAGGATGTACAGGGGTAGTTTGTTTTAGAACCAGCCGTATTTTA 

ICATGAAGCTGTATAATTAATTGTCATTATTTTTGTTAGCAAAGATTAAATGTGTCATTGG 

3 

AAG C CAT C CCTTTTT TT A CATTT C ATA C AAC AG AAACC AG AAAAG C AAT A CTGT TT C CAT 


TTTAAGGATATGATTAATATTATTAATATAATAATGATGATGATGATGATGAAAACTAAG 


GATTTTTCAAGAGATCTTTCTTTCCAAAACATTTCTGGACAGTACCTGATTGTATTTTTT 

i 

TTTTAAATAAAAGCACAAGTACTTTTGAAAAAAAA 

jORF Start: ATG at 55 

| jORF Stop: TAA at 474 1 


SEQIDNO:186 

1562 aa ]MWat 171222.6kD 

NOV35c, 
CG55832-02 
Protein Sequence 

MGAMTQLLAGVFLAFLALATEGGVLKKVIRHKRQSGVNATLPEENQPVVFNHVYNI KLPV 
GSQCSVDLESASGEKDLAPPSEPSESFQEHTVDGENQIVFTHRINIPRRACGCAAAPDVK 
ELLSRLEELENLVSSLREQCTAGAGCCLQPATGRLDTRPFCSGRGNFSTEGCGCVCEPGW 
KGPNCSEPECPGNCHLRGRCIDGQCICDDGFTGEDCSQLACPSDCNDQGKCVNGVCICFE 
GYAADCSREICPVPCSEEHGTCVDGLCVCHDGFAGDDCNKPIiCLNNCyNRGRCVENECVC 
DEGFTGEDCSELICPNDCFDRGRCINGTCYCEEGFTGEDCGKPTCPHACHTQGRCEEGQC 
VCDEGFAGVDCSEKRCPADCHNRGRCVDGRCECDDGFTGADCGELKCPNGCSGHGRCVNG 
QCVCDEGYTGEDCSQLRCPNDCHSRGRCVEGKCVCEQGFKGYDCSDMSCPNDCHQHGRCV 
NGMCVCDDGYTGEDCRDRQCPRDCSNRGLCVDGQCVCEDGFTGPDCAELSCPNDCHGQGR 
CVNGQCVCHEGFMGKDCKEQRCPSDCHGQGRCVDGQCICHEGFTGLDCGQHSCPSDCNNL 
GQCVSGRCICNEGYSGEDCSEVSPPKDLWTEVTEETVNLAWDNEMRVTEYLWYTPTHE 
GGLEMQFRVPGDQTSTIIRELEPGVEYFIRVFAILENKKSIPVSARVATYLPAPEGLKFK 
S I KETS VEVEWDPLDI AFETWEI I FRNMNKEDEGEITKSLRRPETS YRQTGLAPGQEYEI 
SLHIVKNNTRGPGLKRVTTTRLDAPSQIEVKDVTDTTALITWFKPIiAEIDGIELTYGIKD 
VPGDRTTIDLTEDENQYSIGNLKPDTEYEVSLISRRGDMSSNPAKETFTTGLDAPRNLRR 
VSQTDNSITLEWRNGKAAIDSYRIKYAPISGGDHAEVDVPKSQQATTKTTLTGLRPGTEY 
GIGVSAVKEDKESNPATINAATELDTPKDLQVSETAETSLTLLWKTPLAKFDRYRLNYSL 
PTGQWVGVQLPRNTTSYVLRGLEPGQEYNVLLTAEKGRHKSKPARVKASTAMGSPKEVIF 
SDITENSATVSWRAPTAQVESFRITYVPITGGTPSMVTVDGTKTQTRLVKLIPGVEYLVS 
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IIAMKGFEESEPVSGSFTTALDGPSGLVTANITDSEALARWQPAIATVDSYVISYTGEKV 
'PEITRTVSGNTVEYALTDLEPATEYTLRIFAEKGPQKSSTITAKFTTDLDSPRDLTATEV 
QSETALLTWRPPRASVTGYLLVYESVDGTVKEVIVGPDTTSYSLADLSPSTHYTAKIQAL 
NGPLRSNMIQTIFTTIGLLYPPPKDCSQAMLNGDTTSGLYTIYLNGDKAQALEVFCDMTS 
DGGGWIVFLRRKNGRENFYQNWKAYAAGFGDRREEFWLGLDNLNKITAQGQYELRVDLRD 
HGETAFAVYDKFSVGDAKTRYKLKVEGYSGTAGDSMAYHNGRSFSTFDKDTDSAITNCAL 
STRGFWYRNCHRVNLMGRYGDNNHSQGVNWFHWKGHEHSIQFAEMKLRPSNFRNLEGRRK 
RA 


Sequence comparison of the above protein sequences yields the following sequence 
relationships shown in Table 35B. 


| Table 35B. Comparison of NOV35a against NOV35b and NOV35c. 

Protein Sequence 

NOV35a Residues/ 
Match Residues 

Identities/ 

Similarities for the Matched Region 

NOV35b 

1..1884 
1..1881 

1595/1886 (84%) 
1660/1886 (87%) 

NOV35c 

1..1332 

1..1327 | 

1079/1335 (80%) 
1120/1335 (83%) 


Twelve polymorphic variants of NOV35c have been identified and are shown in 


Table 4 IN. 


5 Further analysis of the NOV35a protein yielded the following properties shown in 

Table 35C. 


Table 35C. Protein Sequence Properties NOV35a 

PSort analysis: 

0.8200 probability located in endoplasmic reticulum (membrane); 0.1900 
probability located in plasma membrane; 0.1000 probability located in 
endoplasmic reticulum (lumen); 0.1000 probability located in outside 

SignalP analysis: 

Cleavage site between residues 23 and 24 


A search of the NOV35a protein against the Geneseq database, a proprietary 
database that contains sequences published in patents and patent publication, yielded several 


homologous proteins shown in Table 35D. 

10 


j Table 35D. Geneseq Results for NOV35a 

, Geneseq 

i Identifier 

i 

1 

Protein/Organism/Length 
(Patent #, Date] 

NOV35a 
Residues/ 
Match 
Residues 

Identities/ 
Similarities for the 
Matched Region 

Expect 
Value 
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AAR94562 

Human cytotactin - Homo 
sapiens, 2 1 99 aa. 
[WO960S513-AK21- 
MAR-1996] 

1..2199 
I. .2199 

2199/2199(100%) 

TlrtA/Ol Aft / 1 A AO/ \ 

2 1 99/2 1 99 ( 1 00%) 

0.0 

AAB36935 

Human tenascin-C - Homo 
sapiens, 2201 aa. 
[WO200066628-Al,09- 
NOV-2000] 

1..2199 
1..2201 

21 94/2201 (99%) 

0 1AO/OOA1 / A AO/ \ 

2198/2201 (99%) 

0.0 

AAR94563 

Chicken cytotactin - Gallus 
sp, 18 10 aa. [WO9608^13- 
A1,21-MAR-1996] 

1..1602 
1..1581 

848/1620 (52%) 
1121/1620(68%) 

0.0 

AAM39043 

Human polypeptide SEQ ID 
NO 21 88 - Homo sapiens, 
4618aa. [WO200153312- 
A1,26-JUL-2001] 

627..2194 
290L.4616 

544/1741 (31%) 
834/1741 (47%) 

0.0 

i i 

AAW 18824 

Human restrictin - Homo 
sapiens, 1358 aa. 
[US5635360-A, 03-JUN- 
1997] 

484..1414 
188..1107 

338/935 (36%) 
528/935 (56%) 

0.0 

In a BLAST search of public sequence datbases, the NOV35a protein was found to 
have homology to the proteins shown in the BLASTP data in Table 35E. 

| Table 35E. Public BLASTP Results for NOV35a 

1 

Protein 

Accession 

Number 

| 
j 

Protein/Organism/Length 

i 

i 

NOV35a 
Residues/ 
Match 
Residues 

Identities/ 
Similarities for the 
Matched Portion 

Expect 
Value 

P24821 

i 

Tenascin precursor (TN) 
(Hexabrachion) (Cytotactin) \ 
(Neuronectin) (GMEM) (JI) \ 
(Miotendinous antigen) 
(Glioma-associated- 
extracellular matrix antigen) 
(GP 1 50-225) (Tenascin-C) 
(TN-C) - Homo sapiens 
(Human), 2201 aa. 

1..2199 
1..2201 

2194/2201 (99%) 
2198/2201 (99%) 

0.0 

1 JQ1322 

i 

tenascin precursor - mouse, 
2019 aa. 

1.1796 
1..I791 

1 282/1 S07 (70%) 
1453/1807 (79%) 

0.0 

Q64706 

L 

Tenascin C precursor - Mus 
muscidits (Mouse), 2019 aa. 

1..1796 
1.-1791 

1277/1807(70%) 
1449/1807(79%) 

0.0 
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Q29116 

Tenascin precursor (TN) 
(Hexabrachion) (Cytotactin) 
(Neuronectin) (GMEM) (Ji) 
(Miotendinous antigen) ; 
(Glioma-associated- 
extracellular matrix antigen) 
(GP 1 50-225) (Tenascin-C) 
(TN-C) (P230) - Sits scrofa 
(Pig), 1746aa. j 

1..1528 
1..1521 

1050/1532 (68%) 
1213/1532 (78%) 

0.0 

PI 0039 

; 

■ 
1 

; 

L .... ■ ■ 

Tenascin precursor (TN) 
(Hexabrachion) (Cytotactin) 
(Neuronectin) (GMEM) (Ji) 
(Miotendinous antigen) 
(Glioma-associated- 
extracellular matrix antigen) 
(GP 1 50-225) - Galhis gallus • 
(Chicken), 1808 aa. 

1..1602 
1..1579 

849/16lS(52%) 
1123/1618(68%) 

0.0 


PFam analysis predicts that the NOV35a protein contains the domains shown in 
Table 35F. 


Table 35F. Domain Analysis of NOV35a 

Pfam Domain 

NOV35a Match Region 

Identities/ 
Similarities 

for the Matched Region 

Expect Value 

f EGF 

185 .216 

10/48(21%) 
27/48 (56%) 

0.34 

j EGF 

251. .278 

13/47 (28%) 
24/47 (51%) 

0.51 

(egf 

« 

2S3..309 

12/47 (26%) 
22/47 (47%) 

0.0055 

EGF 

! 

314..340 

12/47 (26%) 
21/47 (45%) 

0.076 

EGF 

i 

_ 

345..371 

9/47(19%) 
20/47 (43%) 

0.93 

EGF 



376..402 

13/47 (28%) 
22/47 (47%) 

0.0026 

; EGF 

407..433 

14/47 (30%) 
25/47 (53%) 

0.0014 

i EGF 

469. .495 

13/47 (28%) 
22/47 (47%) 

0.0049 

EGF 

500..526 

13/47 (28%) 
22/47 (47%) 

0.0023 

EGF 

531.. 557 

12/47 (26%) 
23/47 (49%) 

0.007 
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:EGF 

i 

j 562..5S8 

1 

11/4-7 (23%) 

1 \J 1 SO) 

0.0033 

EGF 

593..619 

12/47 (26%) 

7/1 h\1 I 0/ n \ 

24/4 / \j i so) 

0.023 

fn3 

622..700 

29/85 (34%) 

JO/OJ (Oo/oJ 

5.5e-15 

Ifn3 

i 

1 

711. .794 

24/87 (28%) 

/CC ZO-7 /7^©/.\ 

2.6e-13 

fn3 

802..881 

26/85 (31%) 

OO/OD {Ib/o) 

1.9e-15 

fn3 

j S92..973 

35/87 (40%) 

£^ /C*7 f nezQS\ 

4.1e-19 

fn3 

I9S4..106I 

I 
i 

1073. .1156 

30/S4 (36%) 

OJ/O'-f ^ / / so) 

4.3e-16 

ifn3 

26/87 (30%) 

CO/o / \/D/0) 

2.8e-14 

|fn3 

1 

1164..1242 

23/85 (27%) 

jo/oj (Oo so) 

3.4e-13 

jfn3 

| . 

1255..1334 

26/85 (31%) 

Oj/oD ( /O so) 

3.4e-15 


1346.. 1429 

21/87 (24%) 
04/o / (/47oJ 

3.6e-13 

Ifn3 : 
! 

1437.. 1513 

20/S5 (24%) 

jO/o3> (DO /oj 

8e-0S 

fn3 

j 

1528.. 1607 

22/85 (26%) 

JQ/OD \Oo SO) 

3.2e-ll 

fn3 

1619.. 1698 

21/85 (25%) 
61/85 (72%) 

2e-12 

fn3 

1709.. 1787 

29/S4 (35%) 
58/84 (69%) 

4.4e-17 

fn3 

1798.. 1875 

23/84 (27%) 
60/84 (71%) 

S.5e-14 

!fn3 

i 
l 

1886.. 1963 

31/S4 (37%) 
60/S4(71%) 

3.3e-!9 

fibrinogen C 

L 

1979. .2 187 

121/272 (44%) 
208/272 (76%) 

2.1e-134 


Example 36. 


The NOV36 clone was analyzed, and the nucleotide and encoded polypeptide 
sequences are shown in Table 36A. 
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[Table 36A. NOV36 Sequence Analysis 


NOV36a, 
CG56054-01 
DNA Sequence 


SEQIDNO: 187 


{4077 bp 


GGAGCGGCGGGCGGGCGGGAGGGCTGGCGGGGCGAACGTCTGGGAGACGTCTGAAAGACC 


AACGAGACTTTGGAGACCAGAGACGCGCCTGGGGGGACCTGGGGCTTGGGGCGTGCGAGA 


TTTCCCTTGCATTCGCTGGGAGCTCGCGCAGGGATCGTCCCATGGCCGGGGCTCGGAGCC 


GCGACCCTTGGGGGGCCTCCGGGATTTGCTACCTTTTTGGCTCCCTGCTCGTCGAACTGC 
TCTTCTCACGGGCTGTCGCCTTCAATCTGGACGTGATGGGTGCCTTGCGCAAGGAGGGCG 
AGCCAGGCAGCCTCTTCGGCTTCTCTGTGGCCCTGCACCGGCAGTTGCAGCCCCGACCCC 
AGAGCTGGCTGCTGGTGGGTGCTCCCCAGGCCCTGGCTCTTCCTGGGCAGCAGGCGAATC 
GCACTGGAGGCCTCTTCGCTTGCCCGTTGAGCCTGGAGGAGACTGACTGCTACAGAGTGG 
ACATCGACCAGGGAGCTGATATGCAAAAGGAAAGCAAGGAGAACCAGTGGTTGGGAGTCA 
GTGTTCGGAGCCAGGGGCCTGGGGGCAAGATTGTTACCTGTGCACACCGATATGAGGCAA 
GGCAGCGAGTGGACCAGATCCTGGAGACGCGGGATATGATTGGTCGCTGCTTTGTGCTCA 
GCCAGGACCTGGCCATCCGGGATGAGTTGGATGGTGGGGAATGGAAGTTCTGTGAGGGAC 
GCCCCCAAGGCCATGAACAATTTGGGTTCTGCCAGCAGGGCACAGCTGCCGCCTTCTCCC 
C TG AT AG C C ACT AC CTC CT CTTTGG GG C C C CAGG AAC CT AT AATTG G AAGGGG TTG CTTT 
TTGTGACCAACATTGATAGCTCAGACCCCGACCAGCTGGTGTATAAAACTTTGGACCCTG 
CTG AC CG G CT CC C AG G AC C AGC CG G AG ACTTGG C CCTCAAT AGCTA CTTAG G CTTCT CT A 
TTGACTCGGGGAAAGGTCTGGTGCGTGCAGAAGAGCTGAGCTTTGTGGCTGGAGCCCCCC 
GCGCCAACCACAAGGGTGCTGTGGTTATCCTGCGCAAGGACAGCGCCAGTCGCCTGGTGC 
CCGAGGTTATGCTGTCTGGGGAGCGCCTGACCTCCGGCTTTGGCTACTCACTGGCTGTGG 
C TG AC CT C AAC AGT G ATGG CTGG CC AG ACCTG AT AGTG GGTGCC CCCT ACTT CTTTG AG C 
GCCAAGAAGAGCTGGGGGGTGCTGTGTATGTGTACTTGAACCAGGGGGGTCACTGGGCTG 
GGATCTCCCCTCTCCGGCTCTGCGGCTCCCCTGACTCCATGTTCGGGATCAGCCTGGCTG 
T CCTGGGGGACCT CAACCAAG ATGG CTTT CCAGATATTGCAGTGGGTGCCCCCTTTGATG 
GTGATGGGAAAGTCTTCATCTACCATGGGAGCAGCCTGGGGGTTGTCGCCAAACCTTCAC 
AGGTGCTGGAGGGCGAGGCTGTGGGCATCAAGAGCTTCGGCTACTCCCTGTCAGGCAGCT 
TGGATATGGATGGGAACCAATACCCTGACCTGCTGGTGGGCTCCCTGGCTGACACCGCAG 
TGCTCTTCAGGGCCAGACCCATCCTCCATGTCTCCCATGAGGTCTCTATTGCTCCACGAA 
GCATCGACCTGGAGCAGCCCAACTGTGCTGGCGGCCACTCGGTCTGTGTGGACCTAAGGG 
TCTGTTTCAGCTACATTGCAGTCCCCAGCAGCTATAGCCCTACTGTGGCCCTGGACTATG 
TGTTAGATGCGGACACAGACCGGAGGCTCCGGGGCCAGGTTCCCCGTGTGACGTTCCTGA 
GCCGTAACCTGGAAGAACCCAAGCACCAGGCCTCGGGCACCGTGTGGCTGAAGCACCAGC 
ATGACCGAGTCTGTGGAGACGCCATGTTCCAGCTCCAGGAAAATGTCAAAGACAAGCTTC 
GGGCCATTGTAGTGACCTTGTCCTACAGTCTCCAGACCCCTCGGCTCCGGCGACAGGCTC 
iCTGGCCAGGGGCTGCCTCCAGTGGCCCCCATCCTCAATGCCCACCAGCCCAGCACCCAGC 
jGGGCAGAGATCCACTTCCTGAAGCAAGGCTGTGGTGAAGACAAGATCTGCCAGAGCAATC 
TGCAGCTGGTCCACGCCCGCTTCTGTACCCGGGTCAGCGACACGGAATTCCAACCTCTGC 
iCCATGGATGTGGATGGAACAACAGCCCTGTTTGCACTGAGTGGGCAGCCAGTCATTGGCC 
{TGGAGCTGATGGTCACCAACCTGCCATCGGACCCAGCCCAGCCCCAGGCTGATGGGGATG 
ATGCCCATGAAGCCCAGCTCCTGGTCATGCTTCCTGACTCACTGCACTACTCAGGGGTCC 
GGGCCCTGGACCCTGCGGAGAAGCCACTCTGCCTGTCCAATGAGAATGCCTCCCATGTTG 
AGTGTGAGCTGGGGAACCCCATGAAGAGAGGTGCCCAGGTCACCTTCTACCTCATCCTTA 
GCACCTCCGGGATCAGCATTGAGACCACGGAACTGGAGGTAGAGCTGCTGTTGGCCACGA 
TCAGTGAGCAGGAGCTGCATCCAGTCTCTGCACGAGCCCGTGTCTTCATTGAGCTGCCAC 
TGTCCATTGCAGGAATGGCCATTCCCCAGCAACTCTTCTTCTCTGGTGTGGTGAGGGGCG 
rAGAGAGCCATGCAGTCTGAGCGGGATGTGGGCAGCAAGGTCAAGTATGAGGTCACGGTTT 
CCAACCAAGGCCAGTCGCTCAGAACCCTGGGCTCTGCCTTCCTCAACATCATGTGGCCTC 
ATGAGATTGCCAATGGGAAGTGGTTGCTGTACCCAATGCAGGTTGAGCTGGAGGGCGGGC 
AGGGGCCTGGGCAGAAAGGGCTTTGCTCTCCCAGGCCCAACATCCTCCACCTGGATGTGG 
jACAGTAGGGATAGGAGGCGGCGGGAGCTGGAGCCACCTGAGCAGCAGGAGCCTGGTGAGC 
JGGCAGGAGCCCAGCATGTCCTGGTGGCCAGTGTCCTCTGCTGAGAAGAAGAAAAACATCA 
;CCCTGGACTGCGCCCGGGGCACGGCCAACTGTGTGGTGTTCAGCTGCCCACTCTACAGCT 
TTGACCGCGCGGCTGTGCTGCATGTCTGGGGCCGTCTCTGGAACAGCACCTTTCTGGAGG 
AGTACTCAGCTGTGAAGTCCCTGGAAGTGATTGTCCGGGCCAACATCACAGTGAAGTCCT 
CCATAAAGAACTTGATGCTCCGAGATGCCTCCACAGTGATCCCAGTGATGGTAT ACTTGG 
ACCCCATGGCTGTGGTGGCAGAAGGAGTGCCCTGGTGGGTCATCCTCCTGGCTGTACTGG 
CTGGGCTGCTGGTGCTAGCACTGCTGGTGCTGCTCCTGTGGAAGATGGGATTCTTCAAAC 
GGGCGAAGCACCC CGAGGCC ACCGTGCCCCAGTACCATGCGGTGAAGATTCCTCGGGAAG 
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: ACCGACAGCAGTTCAAGGAGGAGAAGACGGGCACCATCCTGAGGAACAACTGGGGCAGCC 
CCCGGCGGGAGGGCCCGGATGCACACCCCATCCTGGCTGCTGACGGGCATCCCGAGCTGG 
GCCCCGATGGGCATCCAGGGCCAGGCACCGCCTAGGTTCCCATGTCCCAGCCTGGCCTGT 
GGCTGCCCTCCATCCCTTCCCCAGAGATGGCTCCTTGGGATGAAGAGGGTAGAGTGGGCT 


GCTGGTGTCGCATCAAGATTTGGCAGGATCGGCTTCCTCAGGGGCACAGACCTCTCCCAC 


CCACAAGAACTCCTCCCACCCAACTTCCCCTTAGAGTGCTGTGAGATGAGAGTGGGTAAA 


TCAGGGACAGGGCCATGGGGTAGGGTGAGAAGGGCAGGGGTGTCCTGATGCAAAGGTGGG 


GAGAAGGGATCCTAATCCCTTCCTCTCCCATTCACCCTGTGTAACAGGACCCCAAGGACC 


TGCCTCCCCGGAAGTGCCTTAACCTAGAGGGTCGGGGAGGAGGTTGTGTCACTGACTCAG 


GCTGCTCCTTCTCTAGTTTCCCCTCTCATCTGACCTTAGTTTGCTGCCATCAGTCTAGTG 


]GTTTCGTGGTTTCGTCTATTTATTAAAAAATATTTGAGAACAAAAAAAAAAAAAAAA 

|ORF Start: AT G at 1 62 f jORF Stop: TAG at 3573 ~ 

;SEQIDNO:188 jl!37aa jMW at 124286.2kD 

NOV36a, 
CG56054-01 
Protein Sequence 

jMAGARSRDPWGASGICYLFGSLLVELLFSRAVAFNLDVMGALRKEGEPGSLFGFSVALHR 
iQLQPRPQSWLLVGAPQALALPGQQANRTGGLFACPLSLEETDCYRVDIDQGADMQKESKE 
|NQWLGVSVRSQGPGGKIVTCAHRYEARQRVDQILETRDMIGRCFVLSQDLAIRDELDGGE 
WKFCEGRPQGHEQFGFCQQGTAAAFSPDSHYLLFGAPGTYNWKGLLFVTNIDSSDPDQLV 
YKTLDPADRLPGPAGDLALNSYLGFSIDSGKGLVRAEELSFVAGAPRANHKGAWILRKD 
SASRLVPEVMLSGERLTSGFGYSLAVADLNSDGWPDLIVGAPYFFERQEELGGAVYVYLN 
QGGHWAGISPLRLCGSPDSMFGISLAVLGDLNQDGFPDIAVGAPFDGDGKVFIYHGSSLG 
WAKPSQVLEGEAVGIKS FGYSLSGSLDMDGNQYPDLLVGSLADTAVLFRARPILHVSHE 
VSIAPRSIDLEQPNCAGGHSVCVDLRVCFSYIAVPSSYSPTVALDYVLDADTDRRLRGQV 
PRVTFLSRNLEEPKHQASGTVWLKHQHDRVCGDAMFQLQENVKDKLRAIWTLSYSLQTP 
RLRRQAPGQGLPPVAPILNAHQPSTQRAEIHFLKQGCGEDKICQSNLQLVHARFCTRVSD 
TBFQPLPMDVDGTTALFALSGQPVIGLELMVTNLPSDPAQPQADGDDAHEAQLLVMLPDS 
LHYSGVRALDPAEKPLCLSNENASHVECELGNPMKRGAQVTFYLILSTSGISIETTELEV 
ELLLATISEQELHPVSARARVFIELPLSIAGMAIPQQLFFSGWRGERAMQSERDVGSKV 
KYEVTVSNQGQSLRTLGSAFLNIMWPHEIANGKWLLYPMQVELEGGQGPGQKGLCSPRPN 
ILHLDVDSRDRRRRELEPPEQQEPGERQEPSMSWWPVSSAEKKKNITLDCARGTANCWF 
S CPLYS FDRAAVLHVWGRLWNSTFLEE YS AVKSLEVI VRANITVKSS I KNLMLRDASTVI 
PVMVYLDPMAWAEGVPWWVILLAVLAGLLVLALLVLLLWKMGFFKRAKHPEATVPQYHA 
VKIPREDRQQFKEEKTGTILRNNWGSPRREGPDAHPILAADGHPELGPDGHPGPGTA 

i 

SEQIDN0:I89 (2564 bp j 

NOV36b, 

GGAGCGGCGGGCGGGCGGGAGGGCTGGCGGGGCGAACGTCTGGGAGACGTCTGAAAGACC 

CG56054-03 

AACGAGACTTTGGAGACCAGAGACGCGCCTGGGGGGACCTGGGGCTTGGGGCGTGCGAGA 

DNA Sequence 

TTTCCCTTGCATTCGCTGGGAGCTCGCGCAGGGATCGTCCCATGGCCGGGGCTCGGAGCC 

GCGACCCTTGGGGGGCCTCCGGGATTTGCTACCTTTTTGGCTCCCTGCTCGTCGAACTGC 
TCTTCTCACGGGCTGTCGCCTTCAATCTGGACGTGATGGGTGCCTTGCGCAAGGAGGGCG 
AGCCAGGCAGCCTCTTCGGCTTCTCTGTGGCCCTGCACCGGCAGTTGCAGCCCCGACCCC 
AGAGCTGGCTGCTGGTGGGTGCTCCCCAGGCCCTGGCTCTTCCTGGGCAGCAGGCGAATC 
GCACTGGAGGCCTCTTCGCTTGCCCGTTGAGCCTGGAGGAGACTGACTGCTACAGAGTGG 
ACATCGACCAGGGAGCTGATATGCAAAAGGAAAGCAAGGAGAACCAGTGGTTGGGAGTCA 
GTGTTCGGAGCCAGGGGCCTGGGGGCAAGATTGTTACCTGTGCACACCGATATGAGGCAA 
GGCAGCGAGTGGACCAGATCCTGGAGACGCGGGATATGATTGGTCGCTGCTTTGTGCTCA 
GCCAGGACCTGGCCATCCGGGATGAGTTGGATGGTGGGGAATGGAAGTTCTGTGAGGGAC 
GCCCCCAAGGCCATGAACAATTTGGGTTCTGCCAGCAGGGCACAGCTGCCGCCTTCTCCC 
CTGATAGCCACTACCTCCTCTTTGGGGCCCCAGGAACCTATAATTGGAAGGGGTTGCTTT 
TTGTGACCAACATTGATAGCTCAGACCCCGACCAGCTGGTGTATAAAACTTTGGACCCTG 
CTGACCGGCTCCCAGGACCAGCCGGAGACTTGGCCCTCAATAGCTACTTAGGCTTCTCTA 
TTGACTCGGGGAAAGGTCTGGTGCGTGCAGAAGAGCTGAGCTTTGTGGCTGGAGCCCCCC 
GCGCCAACCACAAGGGTGCTGTGGTTATCCTGCGCAAGGACAGCGCCAGTCGCCTGGTGC 
CCGAGGTTATGCTGTCTGGGGAGCGCCTGACCTCCGGCTTTGGCTACTCACTGGCTGTGG 
CTGACCTCAACAGTGATGGCTGGCCAGACCTGATAGTGGGTGCCCCCTACTTCTTTGAGC 
3CCAAGAAGAGCTGGGGGGTGCTGTGTATGTGTACTTGAACCAGGGGGGTCACTGGGCTG 
3GATCTCCCCTCTCCGGCTCTGCAACTCCCCGCACTCCATGTTCGGGATCAGCCTGGCTG 
rCCTGGGGGACCTCAACCAAGATGGCTTTCCAGATATTGCAGTGGGTGCCCCCTTTGATG 
3TGATGGGAAAGTCTTCATCTACCATGGGAGCAGCCTGGGGGTTGTCGCCAAACCTTCAC 
^GGTGCTGGAGGGCGAGGCTGTGGGCATCAAGAGCTTCGGCTACTCCCTGTCAGGCAGCT 
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! 
i 

I 


• 1 \j(jATATGuATGGGAACCAA1 ALCL 1GACCTGCT<jGTGGuCTCCCTGGCTGACACCGCAG 
! I GUI LTTCAGGGCCAGACLCAi. 1 (-CATGTCTCl.CATIjjAGGTCTCTATTGCTCCACijAA 
GCATCGACCTGGALjCAGCCCAAC I Cj rGCTGGCGGCCACTCGGTCTGTGTGGACCTAAGGG 
i L J. G 1 TTCAGL 1 ACATTGCAG 1 GLGLAGCAGCTATAGLCCTACTGTGGCCCTGGACTATG 
TGTTAGATGCGGACACAGACCGGAGGCTCCGGGGCCAGGTTCCCCGTGTGACGTTCCTGA 

«v-Lb J./4i\v_v_ i ^OAAljMLLLHftuLALLAuljLL 1 V-ULivjUACu<j lljl bbL I V3AAGLAL.LAGL. 

ATGACCGAGTCTGTGGAGACGCCATGTTCCAGCTCCAGGAAAATGTCAAAGACAAGCTTC 
GGGCCATTGTAGTGACCTTGTCCTACAGTCTCCAGACCCCTCGGCTCCGGCGGGAGGGCC 
CGGATGCACACCCCATCCTGGCTGCTGACGGGCATCCCGAGCTGGGCCCCGATGGGCATC 
CAGGGCCAGGCACCGCCTAGGTTCCCATGTCCCAGCCTGGCCTGTGGCTGCCCTCCATCC 
CTTCCCCAGAGATGGCTCCTTGGGATGAAGAGGGTAGAGTGGGCTGCTGGTGTCGCATCA 



AGATTTGGCAGGATCGGCTTCCTCAGGGGCACAGACCTCTCCCACCCACAAGAACTCCTC 



CCACCCAACTTCCCCTTAGAGTGCTGTGAGATGAGAGTGGGTAAATCAGGGACAGGGCCA 



TGGGGTAGGGTGAGAAGGGCAGGGGTGTCCTGATGCAAAGGTGGGGAGAAGGGATCCTAA 



TCCCTTCCTCTCCCATTCACCCTGTGTAACAGGACCCCAAGGACCTGCCTCCCCGGAAGT 



GCCTTAACCTAGAGGGTCGGGGAGGAGGTTGTGTCACTGACTCAGGCTGCTCCTTCTCTA 



GTTTCCCCTCTCATCTGACCTTAGTTTGCTGCCATCAGTCTAGTGGTTTCGTGGTTTCGT 



ctatttattaaaaaatatttgagaacaaaaaaaaaaaaaaaaaa 

|ORF Start: ATG at 1 62 j |ORF Stop: TAG at 2058 


jSEQ ID NO: 1 90 |632 aa }MW at 68332.4kD 

NOV36b, jMAGARSRDPWGASGICYLFGSLLVELLFSRAVAFNLDVMGALRKEGEPGSLFGFSVALHR 

CG56054-03 ]qlqprpqswllvgapqalalpgqqanrtgglfacplsleetdcyrvdidqgadmqkeske 
Protein Sequence |nqwlgvsvrsqgpggkivtcahryearqrvdqiletrdmigrcfvlsqdlairdeldgge 
(wkfcegrpqgheqfgfcqqgtaaafspdshyllfgapgtynwkgllfvtnidssdpdqlv 
<yktldpadrlpgpagdlalnsylgfsidsgkglvraeelsfvagapranhkgawilrkd 
isasrlvpevmlsgerltsgfgyslavadlnsdgwpdlivgapyfferqeelggavyvyln 
Iqgghwagisplrlcnsphsmfgislavlgdlnqdgfpdiavgapfdgdgkvfiyhgsslg 

jWAKPSQVLEGEAVGIKS FGYSLSGSLDMDGNQYPDLLVGSLADTAVLFRARPILHVSHE 
jVSIAPRSIDLEQPNCAGGHSVCVDLRVCFSYIAVPSSYSPTVALDYVLDADTDRRLRGQV 
{PRVTFLSRNLEEPKHQASGTVWLKHQHDRVCGDAMFQLQENVKDKLRAIWTLSYSLQTP 
jRLRREGPDAHP I LAADGHPELGPDGHPGPGTA 

:SEQIDNO:191 [2017 bp j 

NOV36c, 

jGGAGCGGCGGGCGGGCGGGAGGGCTGGCGGGGCGAACGTCTGGGAGACGTCTGAAAGACC 

CG56054-04 

AACGAGACTTTGGAGACCAGAGACGCGCCTGGGGGGACCTGGGGCTTGGGGCGTGCGAGA 

DNA Sequence 

TTT C C CTT G C ATT C G CTG GG AG CTC G CGC AG G G ATCGT C CC ATGG C CGG G G CT CGGAG C C 

GCGACCCTTGGGGGGCCTCCGGGATTTGCTACCTTTTTGGCTCCCTGCTCGTCGAACTGC 
TCTTCTCACGGGCTGTCGCCTTCAATCTGGACGTGATGGGTGCCTTGCGCAAGGAGGGCG 
AGCCAGGCAGCCTCTTCGGCTTCTCTGTGGCCCTGCACCGGCAGTTGCAGCCCCGACCCC 
AGAGCTGGCTGCTGGTGGGTGCTCCCCAGGCCCTGGCTCTTCCTGGGCAGCAGGCGAATC 
GCACTGGAGGCCTCTTCGCTTGCCCGTTGAGCCTGGAGGAGACTGACTGCTACAGAGTGG 
A CAT CG ACCAG G G AG CTG AT ATG C AAAAGG AAAG C AAGG AG AAC C AGTG GTTG G G AGT CA 
GTGTTCGGAGCCAGGGGCCTGGGGGCAAGATTGTTACCTGTGCACACCGATATGAGGCAA 
GGCAGCGAGTGGACCAGATCCTGGAGACGCGGGATATGATTGGTCGCTGCTTTGTGCTCA 
GCCAGGACCTGGCCATCCGGGATGAGTTGGATGGTGGGGAATGGAAGTTCTGTGAGGGAC 
GCCCCCAAGGCCATGAACAATTTGGGTTCTGCCAGCAGGGCACAGCTGCCGCCTTCTCCC 
CTGATAGCCACTACCTCCTCTTTGGGGCCCCAGGAACCTATAATTGGAAGGGGTTGCTTT 
TTGTGACCAACATTGATAGCTCAGACCCCGACCAGCTGGTGTATAAAACTTTGGACCCTG 
CTGACCGGCTCCCAGGACCAGCCGGAGACTTGGCCCTCAATAGCTACTTAGGCTTCTCTA 
TTGACTCGGGGAAAGGTCTGGTGCGTGCAGAAGAGCTGAGCTTTGTGGCTGGAGCCCCCC 
GCGCCAACCACAAGGGTGCTGTGGTCATCCTGCGCAAGGACAGCGCCAGTCGCCTGGTGC 
CCGAGGTTATGCTGTCTGGGGAGCGCCTGACCTCCGGCTTTGGCTACTCACTGGCTGTGG 
CTGACCTCAACAGTGATGGCTGGCCAGACCTGATAGTGGGTGCCCCCTACTTCTTTGAGC 
GCCAAGAAGAGCTGGGGGGTGCTGTGTATGTGTACTTGAACCAGGGGGGTCACTGGGCTG 
GGATCTCCCCTCTCCGGCTCTGCGGCTCCCCTGACTCCATGTTCGGGATCAGCCTGGCTG 
TCCTGGGGGACCTCAACCAAGATGGCCTTCCAGATATTGCAGTGGGTGCCCCCTTTGATG 
GTGATGGGAAAGTCTTCATCTACCATGGGAGCAGCCTGGGGGTTGTCGCCAAGCCTTCAC 
AGGTGCTGGAGGGCGAGGCTGTGGGCATCCCGAGCTGGGCCCCGATGGGCATCCAGGGCC 
AGGCACCGCCTAGGTTCCCATGTCCCAGCCTGGCCTGTGGCTGCCCTCCATCCCTTCCCC 
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AGAGATGGCTCCTTGGGATGAAGAGGGTAGAGTGGGCTGCTGGTGtCGCATCAAGATTTG 
GCAGGATCGGCTTCCTCAGGGGCACAGACCTCTCCCACCCACAAGAACTCCTCCCACCCA 
ACTTCCCCTTAGAGTGCTGTGAGATGAGAGTGGGTAAATCAGGGACAGGGCCATGGGGTA 
GGGTGAGAAGGGCAGGGGTGTCCTGATGCAAAGGTGGGGAGAAGGGATCCTAATCCCTTC 

CTCTCCCATTCACCCTGTGTAACAGGACCCCAAGGACCTGCCTCCCCGGAAGTGCCTTAA 

CCTAGAGGGTCGGGGAGGAGGTTGTGTCACTGACTCAGGCTGCTCCTTCTCTAGTTTCCC 

CTCTCATCTGACCTTAGTTTGCTGCCATCAGTCTAGTGGTTTCGTGGTTTCGTCTATTTA 

TTAAAAAATATTTGAGAACAAAAAAAAAAAAAAAAAA 


ORF Start: ATG at 1 62 | ORF Stop: TGA at 1 764 


SEQ ID NO: 192 ,534 aa jMW at 57440.7kD 

NOV36c, Imagarsrdpwgasgicylfgsllvellfsravafnldvmgalrkegepgslfgfsvalhr 
CG56054-04 qlqprpqswllvgapqalalpgqqanrtgglfacplsleetdcyrvdidqgadmqkeske 

Protein Sequence' NQWLGVSVRSQGPGGKIVTC ^ RYEARQRVDQILETR ™ 

iwkfcegrpqghbqfgfcqqgtaaafspdshyllfgapgtynwkgllpvtnidssdpdqiiv 

jyktldpadrlpgpagdlalnsylgfsidsgkglvraeels fvagapranhkgawilrkd 

sasrlvpevmlsgerltsgfgyslavadlnsdgwpdlivgapyfferqeelggavyvyln 

Iqgghwagisplrlcgspdsmfgislavlgdlnqdglpdiavgapfdgdgkvfiyhgsslg 

jwakpsqvlegeavgipswapmgiqgqapprfpcpslacgcppslpqrwllgmkrvewaa 

JGVASRFGRIGFLRGTDLSHPQELLPPNFPLECCEMRVGKSGTGPWGRVRRAGVS 

jSEQIDNO:193 (999 bp j 

NOV36d, 
CG56054-05 
DNA Sequence 

ATGGCCGGGGCTCGGAGCCGCGACCCTTGGGGGGCCTCCGGGATTTGCTACCTTTTTGGC 
TCCCTGCTCGTCGAACTGCTCTTCTCACGGGCTGTCGCCTTCAATCTGGACGTGATGGGT 
GCCTTGCGCAAGGAGGGCGAGCCAGGCAGCCTCTTCGGCTTCTCTGTGGCCCTGCACCGG 
CAGTTGCAGCCCCGACCCCAGAGCTGGCTGCTGGTGGGTGCTCCCCAGGCCCTGGCTCTT 
CCTGGGCAGCAGGCGAATCGCACTGGAGGCCTCTTCGCTTGCCCGTTGAGCCTGGAGGAG 
ACTGACTGCTACAGAGTGGACATCGACCAGGGAGCTGATATGCAAAAGGAAAGCAAGGAG 
AACCAGTGGTTGGGAGTCAGTGTTCGGAGCCAGGGGCCTGGGGGCAAGATTGTTACCTGT 
GCACACCCCATCCTGGCTGCTGACGGGCATCCCGAGCTGGGCCCCGATGGGCATCCAGGG 
CCAGGCACCGCCTAGGTTCCCATGTCCCAGCCTGGCCTGTGGCTGCCCTCCATCCCTTCC 

CCAGAGATGGCTCCTTGGGATGAAGAGGGTAGAGTGGGCTGCTGGTGTCGCATCAAGATT 

TGGCAGGATCGGCTTCCTCAGGGGCACAGACCTCTCCCACCCACAAGAACTCCTCCCACC 

CAACTTCCCCTTAGAGTGCTGTGAGATGAGAGTGGGTAAATCAGGGACAGGGCCATGGGG 

TAGGGTGAGAAGGGCAGGGGTGTCCTGATGCAAAGGTGGGGAGAAGGGATCCTAATCCCT 

TCCTCTCCCATTCACCCTGTGTAACAGGACCCCAAGGACCTGCCTCCCCGGAAGTGCCTT 

AACCTAGAGGGTCGGGGAGGAGGTTGTGTCACTGACTCAGGCTGCTCCTTCTCTAGTTTC 

CCCTCTCATCTGACCTTAGTTTGCTGCCATCAGTCTAGTGGTTTCGTGGTTTCGTCTATT 

jTATTAAAAAATATTTGAGAACAAAAAAAAAAAAAAAAAA 


ORF Start: ATG at 1 ]ORF Stop: TAG at 493 


SEQ ID NO: 194 jl64aa jMWat 17332.5kD 

NOV36d, 
CG56054-05 
Protein Sequence 

MAGARSRDPWGASGICYLFGSLLVELLFSRAVAFNLDVMGALRKEGEPGSLFGF 
SVAL 

HRQLQPRPQSWLLVGAPQALALPGQQANRTGGLFACPLSLEETDCYRVDIDQGA 
DMQK 

E S KENQWLGVS VRS QG PGGK I VTCAH P I LAADGH PELG PDGH PGPGT A 


SEQ ID NO: 195 [2701 bp j 

NOV36e, 
CG56054-06 
DNA Sequence 

GGAGCGGCGGGCGGGCGGGAGGGCTGGCGGGGCGAACGTCTGGGAGACGTCTGAAAGACC 

AACGAGACTTTGGAGACCAGAGACGCGCCTGGGGGGACCTGGGGCTTGGGGCGTGCGAGA 

TTTCCCTTGCATTCGCTGGGAGCTCGCGCAGGGATCGTCCCATGGCCGGGGCTCGGAGCC 

GCGACCCTTGGGGGGCCTCCGGGATTTGCTACCTTTTTGGCTCCCTGCTCGTCGAACTGC 
TCTTCTCACGGGCTGTCGCCTTCAATCTGGACGTGATGGGTGCCTTGCGCAAGGAGGGCG 
AGCCAGGCAGCCTCTTCGGCTTCTCTGTGGCCCTGCACCGGCAGTTGCAGCCCTGGACTA 
TGTGTTAGATGCGGACACAGACCGGAGGCTCCGGGGCCAGGTTCCCCGTGTGACGTTCCT 

GAGCCGTAACCTGGAAGAACCCAAGCACCAGGCCTCGGGCACCGTGTGGCTGAAGCACCA 

GCATGACCGAGTCTGTGGAGACGCCATGTTCCAGCTCCAGGAAAATGTCAAAGACAAGCT 

TCGGGCCATTGTAGTGACCTTGTCCTACAGTCTCCAGACCCCTCGGCTCCGGCGACAGGC 

TCCTGGCCAGGGGCTGCCTCCAGTGGCCCCCATCCTCAATGCCCACCAGCCCAGCACCCA 
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— — ...... — - .. . i. ^ — ■ — > — 

gcgggcagagatccacttcctgaagcaaggctgtggtgaagacaagatctgccagagcaa 

tctgcagctggtccacgcccgcttctgtacccgggtcagcgacacggaattccaacctct 

igcccatggatgtggatggaacaacagccctgtttgcactgagtgggcagccagtcattgg 

cctggagctgatggtcaccaacctgccatcggacccagcccagccccaggctgatgggga 

tgatgcccatgaagcccagctcctggtcatgcttcctgactcactgcactactcaggggt 

ccgggccctggaccctgcggagaagccactctgcctgtccaatgagaatgcctcccatgt 


tgagtgtgagctggggaaccccatgaagagaggtgcccaggtcaccttctacctcatcct 

.tagcacctccgggatcagcattgagaccacggaactggaggtagagctgctgttggccac 

'GATCAGTGAGCAGGAGCTGCATCCAGTCTCTGCACGAGCCCGTGTCTTCATTGAGCTGCC 

lACTGTCCATTGCAGGAATGGCCATTCCCCAGCAACTCTTCTTCTCTGGTGTGGTGAGGGG 

JCGAGAGAGCCATGCAGTCTGAGCGGGATGTGGGCAGCAAGGTCAAGTATGAGGTCACGGT 

ItTCCAACCAAGGCCAGTCGCTCAGAACCCTGGGCTCTGCCTTCCTCAACATCATGTGGCC 

j TC ATG AG ATTG C C AATGGG AAGTGGTTG CTGT AC C C AATGC AG GTTG AG CTGG AGGG CG G 

jGCAGGGGCCTGGGCAGAAAGGGCTTTGCTCTCCCAGGCCCAACATCCTCCACCTGGATGT 

iGGACAGTAGGGATAGGAGGCGGCGGGAGCTGGAGCCACCTGAGCAGCAGGAGCCTGGTGA 

; GCGGC AGGAGCCCAGCATGTCCTGGTGGCCAGTGTCCTCTGCTGAGAAGAAGAAAAACAT 

jCACCCTGGACTGCGCCCGGGGCACGGCCAACTGTGTGGTGTTCAGCTGCCCACTCTACAG 

jCTTTGACCGCGCGGCTGTGCTGCATGTCTGGGGCCGTCTCTGGAACAGCACCTTTCTGGA 

1GGAGTACTCAGCTGTGAAGTCCCTGGAAGTGATTGTCCGGGCCAACATCACAGTGAAGTC 


CTCCATAAAGAACTTGATGCTCCGAGATGCCTCCACAGTGATCCCAGTGATGGTATACTT 

GGACCCCATGGCTGTGGTGGCAGAAGGAGTGCCCTGGTGGGTCATCCTCCTGGCTGTACT 


j G GCT GGG CT G CTG GTG CT AG C A CTG CTGGTGCTG CT CCTG TG G AAG ATG G G ATT CTTC AA 

IACGGGCGAAGCACCCCGAGGCCACCGTGCCCCAGTACCATGCGGTGAAGATTCCTCGGGA 


AGACCGACAGCAGTTCAAGGAGGAGAAGACGGGCACCATCCTGAGGAACAACTGGGGCAG 

CCCCCGGCGGGAGGGCCCGGATGCACACCCCATCCTGGCTGCTGACGGGCATCCCGAGCT 

GGGCCCCGATGGGCATCCAGGGCCAGGCACCGCCTAGGTTCCCATGTCCCAGCCTGGCCT 

GTGGCTGCCCTCCATCCCTTCCCCAGAGATGGCTCCTTGGGATGAAGAGGGTAGAGTGGG 

CTGCTGGTGTCGCATCAAGATTTGGCAGGATCGGCTTCCTCAGGGGCACAGACCTCTCCC 

;ACCCACAAGAACTCCTCCCACCCAACTTCCCCTTAGAGTGCTGTGAGATGAGAGTGGGTA 

■ 

AATCAGGGACAGGGCCATGGGGTAGGGTGAGAAGGGCAGGGGTGTCCTGATGCAAAGGTG 

GGGAGAAGGGATCCTAATCCCTTCCTCTCCCATTCACCCTGTGTAACAGGACCCCAAGGA 

CCTGCCTCCCCGGAAGTGCCTTAACCTAGAGGGTCGGGGAGGAGGTTGTGTCACTGACTC 

AGGCTG CT CCTT CT CT AGTTTC CC C TCT C AT CTGAC CTT AGTTTG CTG C C AT C AG T CT AG 

TGGTTTCGTGGTTTCGTCTATTTATTAAAAAATATTTGAGAACAAAAAAAAAAAAAAAAA 

A 

NOV36e } ' 
CG56054-06 
Protein Sequence 

ORF Start: ATG aU62_ j ^ |oRF Stop: TAG at 366 
SEQ ID NO: 1 96 [oS aa )MW at 7433.6kD 

MAGARSRDPWGASGICYLFGSLLVELLFSRAVAFNLDVMGALRKEGEPGSLFGFSVALHR 
QLQPWTMC 

;SEQIDNO:197 |1131 bp 

NOV36f, 

3GAGCGGCGGGCGGGCGGGAGGGCTGGCGGGGCGAACGTCTGGGAGACGTCTGAAAGACC 

CG56054-07 
DNA Sequence - 

i< 
i< 

!( 

^ACGAGACTTTGGAGACCAGAGACGCGCCTGGGGGGACCTGGGGCTTGGGGCGTGCGAGA 

rTTCCCTTGCATTCGCTGGGAGCTCGCGCAGGGATCGTCCCATGGCCGGGGCTCGGAGCC 

3cgacccttggggggcctccgggatttgctacctttttggctccctgctcgtcgaactgc 
rcttctcacgggctgtcgccttcaatctggacgtgatgggtgccttgcgcaaggagggcg 
\gccaggcagcctcttcggcttctctgtggccctgcaccggcagttgcagccccgacccc 
\gagctggctgctggtgggtgctccccaggccctggctcttcctgggcagcaggcgaatc 
3cactggaggcctccgtgccccagtaccatgcggtgaagattcctcgggaagaccgacag 
:agttcaaggaggagaagacgggcaccatcctgaggaacaactggggcagcccccggcgg 
jAgggcccggatgcacaccccatcctggctgctgacgggcatcccgagctgggccccgat 

IGGGCATCCAGGGCCAGGCACCGCCTAGGTTCCCATGTCCCAGCCTGGCCTGTGGCTGCCC 

jTCCATCCCTTCCCCAGAGATGGCTCCTTGGGATGAAGAGGGTAGAGTGGGCTGCTGGTGT 

iCGCATCAAGATTTGGCAGGATCGGCTTCCTCAGGGGCACAGACCTCTCCCACCCACAAGA 

•ACTCCTCCCACCCAACTTCCCCTTAGAGTGCTGTGAGATGAGAGTGGGTAAATCAGGGAC 

! UgGGCCATGGGGTAGGGTGAGAAGGGCAGGGGTGTCCTGATGCAAAGGTGGGGAGAAGGG 

(atcctaatcccttcctctcccattcaccctgtgtaacaggaccccaaggacctgcctccc 
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jCGGAAGTGCCTTAACCTAGAGGGTCGGGGAGGAGGTTGTGTCACTGACTCAGGCTGCTCC 


I TTCTCTAGTTTCCCCTCTCATCTGACCTTAGTTTGCTGCCATCAGTCTAGTGGTTTCGTG 
iGTTTCGTCTATTTATTAAAAAATATTTGAGAACAAAAAAAAAAAAAAAAAA 


jORFStart: ATG at 162 
jSEQ ID NOTi 98 


[ORF Stop: TGA at 573 


137 aa 


]MW at 1 4203.9kD" 


NOV36f, 
CG56054-07 
Protein 
Sequence 


JMAGARSRDPWGASGICYLFGSLLVELLFSRAVAFNLDVMGALRKEGEPGSLFGFSVALHR 
QLQPRPQSWLLVGAPQALALPGQQANRTGGLRAPVPCGEDSSGRPTAVQGGEDGHHPEEQ 
LGQPPAGGPGCTPHPGC 


SEQ ID NO: 199 


> 175 bp 


NOV36g, 
CG56054-08 
DNA Sequence 


GGAGCGGCGGGCGGGCGGGAGGGCTGGCGGGGCGAACGTCTGGGAGACGTCTGAAAGACC 


AACGAGACTTTGGAGACCAGAGACGCGCCTGGGGGGACCTGGGGCTTGGGGCGTGCGAGA 


TTTCCCTTGCATTCGCTGGGAGCTCGCGCAGGGATCGTCCCATGGCCGGGGCTCGGAGCC 


GCGACCCTTGGGGGGCCTCCGGGATTTGCTACCTTTTTGGCTCCCTGCTCGTCGAACTGC 
TCTTCTCACGGGCTGTCGCCTTCAATCTGGACGTGATGGGTGCCTTGCGCAAGGAGGGCG 
AGCCAGGCAGCCTCTTCGGCTTCTCTGTGGCCCTGCACCGGCAGTTGCAGCCCCGACCCC 
AGAGCTGGCTGCTGGTGGGTGCTCCCCAGGCCCTGGCTCTTCCTGGGCAGCAGGCGAATC 
GCACTGGAGGCCTCTTCGCTTGCCCGTTGAGCCTGGAGGAGACTGACTGCTACAGAGTGG 
ACATCGACCAGGGAGCTGATATGCAAAAGGAAAGCAAGGAGAACCAGTGGTTGGGAGTCA 
GTGTTCGGAGCCAGGGGCCTGGGGGCAAGATTGTTACCTGTGCACACCGATATGAGGCAA 
GGCAGCGAGTGGACCAGATCCTGGAGACGCGGGATATGATTGGTCGCTGCTTTGTGCTCA 
GCCAGGACCTGGCCATCCGGGATGAGTTGGATGGTGGGGAATGGAAGTTCTGTGAGGGAC 
GCCCCCAAGGCCATGAACAATTTGGGTTCTGCCAGCAGGGCACAGCTGCCGCCTTCTCCC 
CTGATAGCCACTACCTCCTCTTTGGGGCCCCAGGAACCTATAATTGGAAGGGGTTGCTTT 
TTGTGACCAACATTGATAGCTCAGACCCCGACCAGCTGGTGTATAAAACTTTGGACCCTG 
CTGACCGGCTCCCAGGACCAGCCGGAGACTTGGCCCTCAATAGCTACTTAGGCTTCTCTA 
TTGACTCGGGGAAAGGTCTGGTGCGTGCAGAAGAGCTGAGCTTTGTGGCTGGAGCCCCCC 
GCGCCAACCACAAGGGTGCTGTGGTCATCCTGCGCAAGGACAGCGCCAGTCGCCTGGTGC 
CCGAGGTTATGCTGTCTGGGGAGCGCCTGACCTCCGGCTTTGGCTACTCACTGGCTGTGG 
CTGACCTCAACAGTGATGGCTGGCCAGACCTGATAGTGGGTGCCCCCTACTTCTTTGAGC 
GCCAAGAAGAGCTGGGGGGTGCTGTGTATGTGTACTTGAACCAGGGGGGTCACTGGGCTG 
^GGATCTCCCCTCTCCGGCTCTGCGGCTCCCCTGACTCCATGTTCGGGATCAGCCTGGCTG 
TCCTGGGGGACCTCAACCAAGATGGCTGTGGTGGCAGAAGGAGTGCCCTGGTGGGTCATC 
CTCCTGGCTGTACTGGCTGGGCTGCTGGTGCTAGCACTGCTGGTGCTGCTCCTGTGGAAG 
ATGGGATTCTTCAAACGGGCGAAGCACCCCGAGGCCACCGTGCCCCAGTACCATGCGGTG 
AAGATTCCTCGGGAAGACCGACAGCAGTTCAAGGAGGAGAAGACGGGCACCATCCTGAGG 
AACAACTGGGGCAGCCCCCGGCGGGAGGGCCCGGATGCACACCCCATCCTGGCTGCTGAC 
GGGCATCCCGAGCTGGGCCCCGATGGGCATCCAGGGCCAGGCACCGCCTAGGTTCCCATG 


NOV36g, 
CG56054-0S 
Protein Sequence 


TCCCAGCCTGGCCTGTGGCT.GCCCTCCATCCCTTCCCCAGAGATGGCTCCTTGGGATGAA 


GAGGGTAGAGTGGGCTGCTGGTGTCGCATCAAGATTTGGCAGGATCGGCTTCCTCAGGGG 


CACAGACCTCTCCCACCCACAAGAACTCCTCCCACCCAACTTCCCCTTAGAGTGCTGTGA 


GATGAGAGTGGGTAAATCAGGGACAGGGCCATGGGGTAGGGTGAGAAGGGCAGGGGTGTC 


CTG ATG CAAAG GTGGG G AG AAGGG AT CCT AAT C C CTTCCT CT C C C ATT C AC CCTGTGT AA 


CAGGACCCCAAGGACCTGCCTCCCCGGAAGTGCCTTAACCTAGAGGGTCGGGGAGGAGGT 


TGTGTCACTGACTCAGGCTGCTCCTTCTCTAGTTTCCCCTCTCATCTGACCTTAGTTTGC 


TGCCATCAGTCTAGTGGTTTCGTGGTTTCGTCTATTTATTAAAAAATATTTGAGAACAAA 


AAAAAAAAAAAAAAA 


jORF Stop: TGA at 1617 


jORF S tart: ATG at 16 2 | 

SEQ ID NO: 200 _ (485 aa |MWat 51430.2kD 

magarsrdpwgasgicylVgsLlvellfsravafnldvmgalrkegepgslfgfsvalhr 

qlqprpqswllvgapqalalpgqqanrtgglfacplsleetdcyrvdidqgadmqkeske 

wqwlgvsvrsqgpggkivtcahryearqrvdqiletrdmigrcfvlsqdlairdeldgge 

wkfcegrpqgheqfgfcqqgtaaafspdshyllfgapgtynwkgllfvtnidssdpdqlv 

yktldpadrlpgpagdlalnsylgfsidsgkglvraeelsfvagapranhkgawilrkd 

sasrlvpevmlsgerltsgfgyslavadlnsdgwpdlivgapyfferqeelggavyvyln 

qgghwagisplrlcgspdsmfgislavlgdlnqdgcggrrsalvghppgctgwaagasta 
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jgaapvedgilqtgeaprghrapvpcgedssgrptavqggbdghhpeeqlgqppaggpgct 
Iphpgc 

jSEQIDNO:20I |1458 bp 1 

NOV36h, 
CG56054-09 
DNA Sequence 

jTTGGGGCGTGCGAGATTTCCCTTGCATTCGCTGGGAGCTCGCGCAGGGATCGTCCCATGG 
jCCGGGGCTCGGAGCCGCGACCCTTGGGGGGCCTCCGGGATTTGCTACCTTTTTGGCTCCC 
JTGCTCGTCGAACTGCTCTTCTCACGGGCTGTCGCCTTCAATCTGGACGTGATGGGTGCCT 
gTGCGCAAGGAGGGCGAGCCAGGCAGCCTCTTCGGCTTCTCTGTGGCCCTGCACCGGCAGT 
TGCAGCCCCGACCCCAGAGCTGGCTGCTGGTGGGTGCTCCCCAGGCCCTGGCTCTTCCTG 
GGCAGCAGGCGAATCGCACTGGAGGCCTCTTCGCTTGCCCGTTGAGCCTGGAGGAGACTG 
ACTGCTACAGAGTGGACATCGACCAGGGAGCTGATATGCAAAAGGAAAGCAAGGAGAACC 
AGTGGTTGGGAGTCAGTGTTCGGAGCCAGGGGCCTGGGGGCAAGATTGTTACCTGTGCAC 
ACCGATATGAGGCAAGGCAGCGAGTGGACCAGATCCTGGAGACGCGGGATATGATTGGTC 
GCTGCTTTGTGCTCAGCCAGGACCTGGCCATCCGGGATGAGTTGGATGGTGGGGAATGGA 
AGTTCTGTGAGGGACGCCCCCAAGGCCATGAACAATTTGGGTTCTGCCAGCAGGGCACAG 
CTGCCGCCTTCTCCCCTGATAGCCACTACCTCCTCTTTGGGGCCCCAGGAACCTATAATT 
GGAAGGGCACGGCCAGGGTGGAGCTCTGTGCACAGGGCTCAGCGGACCTGGCACACCTGG 
ACGACGGTCCCTACGAGGCGGGGGGAGAGAAGGAGCAGGACCCCCGCCTCATCCCGGTCC 
CTGCGAACAGCACCTTTCTGGAGGAGTACTCAGCTGTGAAGTCCCTGGAAGTGATTGTCC 
GGGCCAACATCACAGTGAAGTCCTCCATAAAGAACTTGATGCTCCGAGATGCCTCCACAG 
;TGATCCCAGTGATGGTATACTTGGACCCCATGGCTGTGGTGGCAGAAGGAGTGCCCTGGT 

gggtcatcctcctggctgtactggctgggctgctggtgctagcactgctggtgctgctcc 
jtgtggaagatgggattcttcaaacgggcgaagcaccccgaggccaccgtgccccagtacc 
;atgcggtgaagattcctcgggaagaccgacagcagttcaaggaggagaagacgggcacca 
; tcctgaggaacaactggggcagcccccggcgggagggcccggatgcacaccccatcctgg 
ctgctgacgggcatcccgagctgggccccgatgggcatccagggccaggcaccgcctagg 
ttcccatgtcccagcctggcctgtggctgccctccatcccttccccagagatggctcctt 

I 

GGGATGAAGAGGGTAGAGTGGGCTGCTGGTGTCGCATCAAGATTTGGCAGGATCGGCTTC 

CTCATGGGCACAGACCTC 

| „_ _w(9K5^ATOfL5,7 j _ ]6RFStop:TA6ati3i7 

L__ _ 1SEQIDN6:262" * H^Oaa" [M^lsSWJkD 

|NOV36h. 
CG56054-09 
Protein Sequence 

;magarsrdpwgasgicylfgsllvellfsravafnldvmgalrkegepgslfgfsvalhr 

jQLQPRPQSWLLVGAPQALALPGQQANRTGGLFACPLSLEETDCYRVDIDQGADMQKESKE 
NQWLGVSVRSQGPGGKIVTCAHRYEARQRVDQILETRDMIGRCFVLSQDLAIRDELDGGE 
WKFCEGRPQGHEQFGFCC3QGTAAAFSPDSHYLLFGAPGTYNWKGTARVELCAQGSADLAH 
LDDGPYEAGGEKEQDPRLIPVPANSTFLEEYSAVKSLEVIVRANITVKSSIKNLMLRDAS 
TVIPVMVYLDPMAWAEGVPWWVILLAVLAGLLVLALLVLLLWKMGFFKRAKHPEATVPQ 
jYHAVKIPREDRQQFKEEKTGTILRNNWGSPRREGPDAHPILAADGHPELGPDGHPGPGTA 

|SEQIDNO:203 13595 bp j 

NOV36i, 
CG56054-10 
DNA Sequence 

i 

( 
j 

c 
c 

c 

c 
c 

TTGGGGCGTGCGAGATTTCCCTTGCATTCGCTGGGAGCTCGCGCAGGGATCGTCCCATGG 

CCGGGGCTCGGAGCCGCGACCCTTGGGGGGCCTCCGGGATTTGCTACCTTTTTGGCTCCC 
rGCTCGTCGAACTGCTCTTCTCACGGGCTGTCGCCTTCAATCTGGACGTGATGGGTGCCT 
rGCGCAAGGAGGGCGAGCCAGGCAGCCTCTTCGGCTTCTCTGTGGCCCTGCACCGGCAGT 

rgcagccccgaccccagagctggctgctggtgggtgctccccaggccctggctcttcctg 
3gcagcaggcgaatcgcactggaggcctcttcgcttgcccgttgagcctggaggagactg 
^ctgctacagagtggacatcgaccagggagctgatatgcaaaaggaaagcaaggagaacc 
\gtggttgggagtcagtgttcggagccaggggcctgggggcaagattgttacctgtgcac 
\ccgatatgaggcaaggcagcgagtggaccagatcctggagacgcgggatatgattggtc 
3ctgctttgtgctcagccaggacctggccatccgggatgagttggatggtggggaatgga 
\gttctgtgagggacgcccccaaggccatgaacaatttgggttctgccagcagggcacag 
:tgccgccttctcccctgatagccactacctcctctttggggccccaggaacctataatt 
3gaagggcacggccagggtggagctctgtgcacagggctcagcggacctggcacacctgg 
^cgacggtccctacgaggcggggggagagaaggagcaggacccccgcctcatcccggtcc 
:tgccaacagctactttggcttctctattgactcggggaaaggtctggtgcgtgcagaag 
vgctgagctttgtggctggagccccccgcgccaaccacaagggtgctgtggtcatcctgc 
5caaggacagcgccagtcgcctggtgcccgaggttatgctgtctggggagcgcctgacct 
rcggctttggctactcactggctgtggctgacctcaacagtgatggctggccagacctga 
'agtgggtgccccctacttctttgagcgccaagaagagctggggggtgctgtgtatgtgt 
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i 

jACTTGAACCAGGGGGGTCACTGGGCTGGGATCTCCCCTCTCCGGCTCTGCGGCTCCCCTG 
ACTCCATGTTCGGGATCAGCCTGGCTGTCCTGGGGGACCTCAACCAAGATGGCTTTCCAG 
ATATTGCAGTGGGTGCCCCCTTTGATGGTGATGGGAAAGTCTTCATCTACCATGGGAGCA 
GCCTGGGGGTTGTCGCCAAACCTTCACAGGTGCTGGAGGGCGAGGCTGTGGGCATCAAGA 
GCTTCGGCTACTCCCTGTCAGGCAGCTTGGATATGGATGGGAACCAATACCCTGACCTGC 
TGGTGGGCTCCCTGGCTGACACCGCAGTGCTCTTCAGGGCCAGACCCATCCTCCATGTCT 
CCCATGAGGTCTCTATTGCTCCACGAAGCATCGACCTGGAGCAGCCCAACTGTGCTGGCG 
GCCACTCGGTCTGTGTGGACCTAAGGGTCTGTTTCAGCTACATTGCAGTCCCCAGCAGCT 
ATAGCCCTACTGTGGCCCTGGACTATGTGTTAGATGCGGACACAGACCGGAGGCTCCGGG 
GCCAGGTTCCCCGTGTGACGTTCCTGAGCCGTAACCTGGAAGAACCCAAGCACCAGGCCT 
CGGGCACCGTGTGGCTGAAGCACCAGCATGACCGAGTCTGTGGAGACGCCATGTTCCAGC 
TCCAGGAAAATGTCAAAGACAAGCTTCGGGCCATTGTAGTGACCTTGTCCTACAGTCTCC 
AGACCCCTCGGCTCCGGCGACAGGCTCCTGGCCAGGGGCTGCCTCCAGTGGCCCCCATCC 
TCAATGCCCACCAGCCCAGCACCCAGCGGGCAGAGATCCACTTCCTGAAGCAAGGCTGTG 
'GTGAAGACAAGATCTGCCAGAGCAATCTGCAGCTGGTCCACGCCCGCTTCTGTACCCGGG 
TCAGCGACACGGAATTCCAACCTCTGCCCATGGATGTGGATGGAACAACAGCCCTGTTTG 
CACTGAGTGGGCAGCCAGTCATTGGCCTGGAGCTGATGGTCACCAACCTGCCATCGGACC 
CAGCCCAGCCCCAGGCTGATGGGGATGATGCCCATGAAGCCCAGCTCCTGGTCATGCTTC 
CTGACTCACTGCACTACTCAGGGGTCCGGGCCCTGGACCCTGCGGAGAAGCCACTCTGCC 
TGTCCAATGAGAATGCCTCCCATGTTGAGTGTGAGCTGGGGAACCCCATGAAGAGAGGTG 
CCCAGGTCACCTTCTACCTCATCCTTAGCACCTCCGGGATCAGCATTGAGACCACGGAAC 
T GGAGGT AG AG CTGCT GTTG G CC ACG ATC AGTG AG C AGG AG CTG C ATCC AGTC TCTGC AC 
GAGCCCGTGTCTTCATTGAGCTGCCACTGTCCATTGCAGGAATGGCCATTCCCCAGCAAC 
TCTTCTTCTCTGGTGTGGTGAGGGGCGAGAGAGCCATGCAGTCTGAGCGGGATGTGGGCA 
GCAAGGTCAAGTATGAGGTCACGGTTTCCAACCAAGGCCAGTCGCTCAGAACCCTGGGCT 
CTGCCTTCCTCAACATCATGTGGCCTCATGAGATTGCCAATGGGAAGTGGTTGCTGTACC 
CAATGCAGGTTGAGCTGGAGGGCGGGCAGGGGCCTGGGCAGAAAGGGCTTTGCTCTCCCA 
GGCCCAACATCCTCCACCTGGATGTGGACAGTAGGGATAGGAGGCGGCGGGAGCTGGAGC 
CACCTGAGCAGCAGGAGCCTGGTGAGCGGCAGGAGCCCAGCATGTCCTGGTGGCCAGTGT 
CCTCTGCTGAGAAGAAGAAAAACATCACCCTGGACTGCGCCCGGGGCACGGCCAACTGTG 
TGGTGTTCAGCTGCCCACTCTACAGCTTTGACCGCGCGGCTGTGCTGCATGTCTGGGGCC 
GTCTCTGGAACAGCACCTTTCTGGAGGAGTACTCAGCTGTGAAGTrrrTGGaA^Tr;aTTr 

TCCGGGCCAACATCACAGTGAAGTCCTCCATAAAGAACTTGATGCTCCGAGATGCCTCCA 

CAGTGATCCCAGTGATGGTATACTTGGACCCCATGGCTGTGGTGGCAGAAGGAGTGCCCT 

GGTGGGTCATCCTCCTGGCTGTACTGGCTGGGCTGCTGGTGCTAGCACTGCTGGTGCTGC 

TCCTGTGGAAGTGTGGCTTCTTCCATCGGAGCAGCCAGAGCTCATCTTTTCCCACCAACT 

ATCACCGGGCCTGTCTGGCTGTGCAGCCTTCAGCCATGGAAGTTGGGGGTCCAGGGACTG - 

TGGGATGGGATTCTTCAAACGGGCGAAGCACCCCGAGGCCACCGTGCCCCAGTACCATGC 

GGTGAAGATTCCTCGGGAAGACCGACAGCAGTTCAAGGAGGAGAAGACGGGCACCATCCT 

GAGGAACAACTGGGGCAGCCCCCGGCGGGAGGGCCCGGATGCACACCCCATCCTGGCTGC 

TGACGGGCATCCCGAGCTGGGCCCCGATGGGCATCCAGGGCCAGGCACCGCCTAG 


ORF Start: ATG at 57 f [ORF Stop: TGA at 3423 


SEQ ID NO: 204 jl 122 aa |MW at 122352.91cD 

NOV36i, 
CG56054-10 < 
Protein 1 
Sequence 

J 
\ 
< 

l 
I 

F 
I 
E 

C 

^lAGARSRDPWGASGICYLFGSLLVELLFSRAVAFNLDVMGALRKEGEPGSLFGFSVALHR 
2LQPRPQSWLLVGAPQALALPGQQANRTGGLFACPLSLEETDCYRVDIDQGADMQKESKE 
^QWLGVSVRSQGPGGKIVTCAHRYEARQRVDQILETRDMIGRCFVLSQDLAIRDBLDGGE 
^KFCEGRPQGHEQFGFCQQGTAAAFS PDS H YLLFGAPGTYNWKGTARVELCAQGSADLAH 
LDDGPYEAGGEKEQDPRLIPVPANSYFGFSIDSGKGLVRAEELSFVAGAPRANHKGAWI 
liRKDSASRLVPEVMLSGERLTSGFGYSLAVADLNSDGWPDLIVGAPYFFERQEELGGAVY 
/YLNQGGHWAGISPLRLCGSPDSMFGISLAVLGDLNQDGFPDIAVGAPFDGDGKVFIYHG 
3SLGWAKPSQVLEGEAVGIKSFGYSLSGSLDMDGNQYPDLLVGSLADTAVLFRARPILH 
/SHEVSIAPRSIDLEQPNCAGGHSVCVDLRVCFSYIAVPSSYSPTVALDYVLDADTDRRL 
IGQVPRVTFLSRNLEEPKHQASGTVWLKHQHDRVCGDAMFQLQENVKDKLRAIWTLSYS 
jQTPRLRRQAPGQGLPPVAPILNAHQPSTQRAEIHFLKQGCGEDKICQSNLQLVHARFCT 
eVSDTEFQPLPMDVDGTTALFALSGQPVIGLELMVTNLPSDPAQPQADGDDAHEAQLLVM 
jPDSLHYSGVRALDPAEKPLCLSNENASHVECEIjGNPMKRGAQVTFYLILSTSGISIETT 

:levelllatiseqelhpvsararvfielplsiagmaipqqlffsgwrgeramqserdv 
jskvkyevtvsnqgqslrtlgsaflnimwpheiangkwllypmqveleggqgpgqkglcs - 
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PRPNILHLDVDSRDRRRRELEPPEQQEPGERQEPSMSWWPVSSAEKKKNITLDCARGTAN 
CWFSCPLYSFDRAAVLHVWGRLWNSTFLEEYSAVKSLEVIVRANITVKSSI KNLMLRDA 
STVIPVMVYLDPMAWAEGVPWWVILLAVLAGLLVLALLVLLLWKCGFFHRSSQSSSFPT 
NYHRACLAVQPSAMEVGGPGTVGWDSSNGRSTPRPPCPSTMR 


SEQIDNO: 205 j 1 034 bp i 

NOV36j, n 
CG56054-11 
DNA Sequence 

GGAGCGGCGGGCGGGCGGGAGGGCTGGCGkCst^LbAALQj 1L1 (j(j(ji\tjAL.<j lLi (jAAAbALt 

AACGAGACTTTGGAGACCAGAGACGCGCCTGGGGGGAC.L. IGGGGC 1 1 GGGGCG 1 GCGAGA 

TTTCCCTTGCAT 1 C-G^TGGGAGCTCGLGC AvjvjVjAI Lb 1 LttAl VsljL.V-\jt3{jiV3C 1 

GCGACCcTTGGG^GGCCTCuGGu ATTTGCTACCTTTTTGGCTLL.C I GC 1 UG I LbAAL 1 (jC 
TCTTCTCACGGGCTGTCGCCTTCAATCTvjGACGTGATGGG 1 GLV- 1 1 GCGLAAGGAGGGCG 
ArcPPZVPfJPAP.PPTPTTPP.nPTTPTPTGTGGPPPTGPAPPGGPAGTTGPAGCP.CCGACCCC 
AGAGCTGGCTGCTGGTGGGTGCTCCCCAGGCCCTGGCTCTTCCTGGGCAGCAGGCGAATC 
GCACTGGAGGCCTCTTCGCTTGCCCGTTGAGCCTGGAGGAGACTGACTGCTACAGAGTGG 
AC ATC G ACC AG G G AG CTG AT ATG C AAAAG G AAAG C AAGG AG AACC AGTGGTTGGG AG T C A 
GTGTCCTCTGCTGAGAAGAAGAAAAACATCACCCTGGACTGCGCCCGGGGCACGGCCAAC 

TGTGTGGTGTTCAGCTGCCCACTCTACAGCTTTGACCGCGCGGCTGTGCTGCATGTCTGG 

GGCCGTCTCTGGAACAGCACCTTTCTGGAGGAGTACTCAGCTGTGAAGTCCCTGGAAGTG 

ATTGT C CGGG C C AAC AT C AC AGTG AAGT C CTCC AT AAAG AA CT TG ATG CT C C GAG AT G C C 

TCCACAGTGATCCCAGTGATGGTATACTTGGACCCCATGGCTGTGGTGGCAGAAGGAGTG 


PTGrTPPTfiTfiriAAfiTnT^nrTTrTTC'CATCGGAGCAGCCAGAGCTCATCTTTTCCCACC 

AAr^ATPAPPnnf5rr*TOTrTnf!rTGTGrAGrrTTrAGCCATGGAAGTTGGGGGTCCAGGG 

APTPTPnGGTAArT 

-"" *** ■ ■ "i 

ORF Start: ATG at 1 62 j |0RF Stop: TGA at 552 


SEQIDNO: 206 j 1 30 aa jMWat 14098.0kD 

NOV36j. 
CG56054-1I 
Protein 
Sequence 

f4AGARSRDPWGASGICYLFGSLLVELLFSRAVAFNLDVMGALRKEGEPGSLFGFSVALHR 
QLQPRPQSWLLVGAPQALALPGQQANRTGGLFACPLSLEETDCYRVDIDQGADMQKESKE 
NQWLGVSVLC 


[SEQIDNO: 207 j3972 bp j 

NOV36k, 
CG56054-12 
DNA Sequence 

jGGAGCGGCGGGCGGGCGGGAGGGCTGGCGGGGCGAACGTCTGGGAGACGTCTGAAAGACC 

IAACGAGACTTTGGAGACCAGAGACGCGCCTGGGGGGACCTGGGGCTTGGGGCGTGCGAGA 

iTTTCCCTTGCATTCGCTGGGAGCTCGCGCAGGGATCGTCCCATGGCCGGGGCTCGGAGCC 

|gcgacccttggggggcctccgggatttgctacctttttggctccctgctcgtcgaactgc 

JTCTTCTCACGGGCTGTCGCCTTCAATCTGGACGTGATGGGTGCCTTGCGCAAGGAGGGCG 
iAGCCAGGCAGCCTCTTCGGCTTCTCTGTGGCCCTGCACCGGCAGTTGCAGCCCCGACCCC 
; AGAGCTGGCTGCTGGTGGGTGCTCCCCAGGCCCTGGCTCTTCCTGGGCAGCAGGCGAATC 
GCACTGGAGGCCTCTTCGCTTGCCCGTTGAGCCTGGAGGAGACTGACTGCTACAGAGTGG 
ACATCGACCAGGGAGCTGATATGCAAAAGGAAAGCAAGGAGAACCAGTGGTTGGGAGTCA 
GTGTTCGGAGCCAGGGGCCTGGGGGCAAGATTGTTACCTGTGCACACCGATATGAGGCAA 
GGCAGCGAGTGGACCAGATCCTGGAGACGCGGGATATGATTGGTCGCTGCTTTGTGCTCA 
GCCAGGACCTGGCCATCCGGGATGAGTTGGATGGTGGGGAATGGAAGTTCTGTGAGGGAC 
GCCCCCAAGGCCATGAACAATTTGGGTTCTGCCAGCAGGGCACAGCTGCCGCCTTCTCCC 
CTGATAGCCACTACCTCCTCTTTGGGGCCCCAGGAACCTATAATTGGAAGGGGTTGCTTT 
TTGTGACCAACATTGATAGCTCAGACCCCGACCAGCTGGTGTATAAAACTTTGGACCCTG 
CTGACCGGCTCCCAGGACCAGCCGGAGACTTGGCCCTCAATAGCTACTTAGGCTTCTCTA 
TTGACTCGGGGAAAGGTCTGGTGCGTGCAGAAGAGCTGAGCTTTGTGGCTGGAGCCCCCC 
GCGCCAACCACAAGGGTGCTGTGGTTATCCTGCGCAAGGACAGCGCCAGTCGCCTGGTGC 
CCGAGGTTATGCTGTCTGGGGAGCGCCTGACCTCCGGCTTTGGCTACTCACTGGCTGTGG 
CTGACCTCAACAGTGATGGCTGGCCAGACCTGATAGTGGGTGCCCCCTACTTCTTTGAGC 
GCCAAGAAGAGCTGGGGGGTGCTGTGTATGTGTACTTGAACCAGGGGGGTCACTGGGCTG 
GGATCTCCCCTCTCCGGCTCTGCGGCTCCCCTGACTCCATGTTCGGGATCAGCCTGGCTG 
TCCTGGGGGACCTCAACCAAGATGGCTTTCCAGATATTGCAGTGGGTGCCCCCTTTGATG 
GTGATGGGAAAGTCTTCATCTACCATGGGAGCAGCCTGGGGGTTGTCGCCAAACCTTCAC 
AGGTGCTGGAGGGCGAGGCTGTGGGCATCAAGAGCTTCGGCTACTCCCTGTCAGGCAGCT 
TGGATATGGATGGGAACCAATACCCTGACCTGCTGGTGGGCTCCCTGGCTGACACCGCAG 
TGCTCTTCAGGGCCAGACCCATCCTCCATGTCTCCCATGAGGTCTCTATTGCTCCACGAA 
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GCATCGACCTGGAGCAGCCCAACTGTGCTGGCGGCCACTCGGTCTGTGTGGACCTAAGGG 
TCTGTTTCAGCTACATTGCAGTCCCCAGCAGCTATAGCCCTACTGTGGCCCTGGACTATG 
TGTTAGATGCGGACACAGACCGGAGGCTCCGGGGCCAGGTTCCCCGTGTGACGTTCCTGA 
GCCGTAACCTGGAAGAACCCAAGCACCAGGCCTCGGGCACCGTGTGGCTGAAGCACCAGC 
ATGACCGAGTCTGTGGAGACGCCATGTTCCAGCTCCAGGAAAATGTCAAAGACAAGCTTC 
GGGCCATTGTAGTGACCTTGTCCTACAGTCTCCAGACCCCTCGGCTCCGGCGACAGGCTC 
CTGGCCAGGGGCTGCCTCCAGTGGCCCCCATCCTCAATGCCCACCAGCCCAGCACCCAGC 
GGGCAGAGATCCACTTCCTGAAGCAAGGCTGTGGTGAAGACAAGATCTGCCAGAGCAATC 
TGCAGCTGGTCCACGCCCGCTTCTGTACCCGGGTCAGCGACACGGAATTCCAACCTCTGC 
CCATGGATGTGGATGGAACAACAGCCCTGTTTGCACTGAGTGGGCAGCCAGTCATTGGCC 
TGGAGCTGATGGTCACCAACCTGCCATCGGACCCAGCCCAGCCCCAGGCTGATGGGGATG 
ATGCCCATGAAGCCCAGCTCCTGGTCATGCTTCCTGACTCACTGCACTACTCAGGGGTCC 
GGGCCCTGGACCCTGCGGAGAAGCCACTCTGCCTGTCCAATGAGAATGCCTCCCATGTTG 
AGTGTGAGCTGGGGAACCCCATGAAGAGAGGTGCCCAGGTCACCTTCTACCTCATCCTTA 
GCACCTCCGGGATCAGCATTGAGACCACGGAACTGGAGGTAGAGCTGCTGTTGGCCACGA 
TCAGTGAGCAGGAGCTGCATCCAGTCTCTGCACGAGCCCGTGTCTTCATTGAGCTGCCAC 
TGTCCATTGCAGGAATGGCCATTCCCCAGCAACTCTTCTTCTCTGGTGTGGTGAGGGGCG 
AGAGAGCCATGCAGTCTGAGCGGGATGTGGGCAGCAAGGTCAAGTATGAGGTCACGGTTT 
CCAACCAAGGCCAGTCGCTCAGAACCCTGGGCTCTGCCTTCCTCAACATCATGTGGCCTC 
ATGAGATTGCCAATGGGAAGTGGTTGCTGTACCCAATGCAGGTTGAGCTGGAGGGCGGGC 
AGGGGCCTGGGCAGAAAGGGCTTTGCTCTCCCAGGCCCAACATCCTCCACCTGGATGTGG 
AC AGT AG G GAT AG G AGG CGG CGGG AG CTGG AG C C ACCTG AGC AG C AG G AG CCTGGTG AG C 
GGCAGGAGCCCAGCATGTCCTGGTGGCCAGTGTCCTCTGCTGAGAAGAAGAAAAACATCA 
CCCTGGACTGCGCCCGGGGCACGGCCAACTGTGTGGTGTTCAGCTGCCCACTCTACAGCT 
jTTGACCGCGCGGCTGTGCTGCATGTCTGGGGCCGTCTCTGGAACAGCACCTTTCTGGAGG 
jAGTACTCAGCTGTGAAGTCCCTGGAAGTGATTGTCCGGGCCAACATCACAGTGAAGTCCT 
jCCATAAAGAACTTGATGCTCCGAGATGCCTCCACAGTGATCCCAGTGATGGTATACTTGG 
fACCCCATGGCTGTGGTGGCAGAAGGAGTGCCCTGGTGGGTCATCCTCCTGGCTGTACTGG 
CTGGGCTGCTGGTGCTAGCACTGCTGGTGCTGCTCCTGTGGAAGATGGGATTCTTCAAAC 
jGGGCGAAGCACCCCCCGGCGGGAGGGCCCGGATGCACACCCCATCCTGGCTGCTGACGGG 
CATCCCGAGCTGGGCCCCGATGGGCATCCAGGGCCAGGCACCGCCTAGGTTCCCATGTCC 
CAGCCTGGCCTGTGGCTGCCCTCCATCCCTTCCCCAGAGATGGCTCCTTGGGATGAAGAG 
j GGTAGAGTGGGCTGCTGGTGTCGCATCAAGATTTGGCAGGATCGGCTTCCTCAGGGGCAC 
j AGACCTCTCCCACCCACAAGAACTCCTCCCACCCAACTTCCCCTTAGAGTGCTGTGAGAT 
j GAGAGTGGGTAAATCAGGGACAGGGCCATGGGGTAGGGTGAGAAGGGCAGGGGTGTCCTG 
j ATGCAAAGGTGGGGAGAAGGGATCCTAATCCCTTCCTCTCCCATTCACCCTGTGTAACAG 
GACCCCAAGGACCTGCCTCCCCGGAAGTGCCTTAACCTAGAGGGTCGGGGAGGAGGTTGT 
GTCACTGACTCAGGCTGCTCCTTCTCTAGTTTCCCCTCTCATCTGACCTTAGTTTGCTGC 
i CATCAGTCTAGTGGTTTCGTGGTTTCGTCTATTTATTAAAAAATATTTGAGAACAAAAAA 
_{ AAAAAAAAAAAA " " ^ _ 

ORF Start: A TGat 162_ j jORP Stop : TGAa t 3 414 ~ 

~ JSEQ ID NO: 208 ^ J 1 084 aa _ |M W at 1 1 8234.7kD ^ 

NOV36k, fMAGARSRDPWGASGICYLFGSLLVELLPSRAVAFNLDVMGALRKBGEPGSLFGFSVALHR 
CG56054-12 jQLQPRPQSWLLVGAPQALALPGQQANRTGGLFACPLSLEETDCYRVDIDQGADMQKESKE 

Protein Sequence J n QwlgvsvrsqgpggkivtcahryearqrvdqiijEtrdmigrcfvlsqdlairdeldgge 
iwkfcegrpqgheqfgfcqqgtaaafspdshyllfgapgtynwkgllfvtnidssdpdqlv 
[yktldpadrlpgpagdlalnsylgfsidsgkglvraeelsfvagapranhkgawilrkd 
Jsasrlvpevmlsgerltsgfgyslavadlnsdgwpdlivgapyfferqeelggavyvyln 

IqGGHWAGISPLRLCGSPDSMFGISIiAVLGDLNQDGFPDIAVGAPFDGDGKVFIYHGSSLG 

Iwakpsqvlegeavgiksfgyslsgsldmdgnqypdllvgsladtavlfrarpilhvshe 
Jvsiaprsidleqpncagghsvcvdlrvcfsyiavpssysptvaldyvldadtdrrlrgqv 
Jprvtflsrnleepkhqasgtvwlkhqhdrvcgdamfqlqenvkdklraiwtlsyslqtp 
{rlrrqapgqglppvapilnahqpstqraeihflkqgcgedkicqsnlqlvharfctrvsd 
tefqplpmdvdgttalfalsgqpviglelmvtnlpsdpaqpqadgddaheaqllvmlpds 
lhysgvraldpaekplclsnenashvecelgnpmkrgaqvtfylilstsgisiettelev 
elllatiseqelhpvsararvfielplsiagmaipqqlffsgwrgeramqserdvgskv 
kyevtvsnqgqslrtlgsaflnimwpheiangkwllypmqveleggqgpgqkglcsprpn 

jlLHLDVDSRDRRRRELEPPEQQEPGERQEPSMSWWPVSSAEKKKNITLDCARGTANCWF 
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PCT/US2002/028596 



NOV36I, 
CG56054-13 
DNA Sequence 


i TTGGGG CG TG CG AG ATT TC C C TTG C ATT CG CTGGG AG CTCG C G C AG GGATCCT 
CCGGGGCTCGGAGCCGCGACCCTTGGGGGGCCTCCGGGATTTGCTACCTTTTTGGCTCCC 
jTGCTCGTCGAACTGCTCTTCTCACGGGCTGTCGCCTTCAATCTGGACGTGATGGGTGCCT 
[TGCGCAAGGAGGGCGAGCCAGGCAGCCTCTTCGGCTTCTCTGTGGCCCTGCACCGGCAGT 
jTGCAGCCCCGACCCCAGAGCTGGCTGCTGGTGGGTGCTCCCCAGGCCCTGGCTCTTCCTG 
jGGCAGCAGGCGAATCGCACTGGAGGCCTCTTCGCTTGCCCGTTGAGCCTGGAGGAGACTG 
; ACTG CTACAG AG TG G AC ATCG ACC AGG G AG C TG AT ATG C AAAAGG AAAGC AAGG A G AAC C 
AGTGGTTGGGAGTCAGTGTTCGGAGCCAGGGGCCTGGGGGCAAGATTGTTACCTGTGCAC 
ACCGATATGAGGCAAGGCAGCGAGTGGACCAGATCCTGGAGACGCGGGATATGATTGGTC 
GCTGCTTTGTGCTCAGCCAGGACCTGGCCATCCGGGATGAGTTGGATGGTGGGGAATGGA 
AGTTCTGTGAGGGACGCCCCCAAGGCCATGAACAATTTGGGTTCTGCCAGCAGGGCACAG 
CTGCCGCCTTCTCCCCTGATAGCCACTACCTCCTCTTTGGGGCCCCAGGAACCTATAATT 
GGAAGGGGTTGCTTTTTGTGACCAACATTGATAGCTCAGACCCCGACCAGCTGGTGTATA 
AAACTTTGGACCCTGCTGACCGGCrCCCAGGACCAGCCGGAGACTTGGCCCTCAATAGCT 
ACTT AGG CTTCT CT ATTG ACT CG GGG AAAGG T CTGGTG CGTG C AG AAG AG CTG AGCTTTG 

:tggctggagccccccgcgccaaccacaagggtgctgtggtcatcctgcgcaaggacagcg 

; : CCAGTCGCCTGGTGCCCGAGGTTATGCTGTCTGGGGAGCGCCTGACCTCCGGCTTTGGCT 
jACTCACTGGCTGTGGCTGACCTCAACAGTGATGGCTGGCCAGACCTGATAGTGGGTGCCC 
jCCTACTTCTTTGAGCGCCAAGAAGAGCTGGGGGGTGCTGTGTATGTGTACTTGAACCAGG 
jGGGGTCACTGGGCTGGGATCTCCCCTCTCCGGCTCTGCGGCTCCCCTGACTCCATGTTCG 
jGGATCAGCCTGGCTGTCCTGGGGGACCTCAACCAAGATGGCTTTCCAGATATTGCAGTGG 
JGTGCCCCCTTTGATGGTGATGGGAAAGTCTTCATCTACCATGGGAGCAGCCTGGGGGTTG 
ITCGCCAAACCTTCACAGGTGCTGGAGGGCGAGGCTGTGGGCATCAAGAGCTTCGGCTACT 
ICCCTGTCAGGCAGCTTGGATATGGATGGGAACCAATACCCTGACCTGCTGGTGGGCTCCC 
TGGCTGACACCGCAGTGCTCTTCAGGGCCAGACCCATCCTCCATGTCTCCCATGAGGTCT 
JCTATTGCTCCACGAAGCATCGACCTGGAGCAGCCCAACTGTGCTGGCGGCCACTCGGTCT 
: ;GTGTGGACCTAAGGGTCTGTTTCAGCTACATTGCAGTCCCCAGCAGCTATAGCCCTACTG 
; : TGGCCCTGGACTATGTGTTAGATGCGGACACAGACCGGAGGCTCCGGGGCCAGGTTCCCC 
•GTGTGACGTTCCTGAGCCGTAACCTGGAAGAACCCAAGCACCAGGCCTCGGGCACCGTGT 
j G G CTG AAG C A C C AG C ATG ACCG AGT CTGTGG AG ACG C C ATG TT C C AG CT C C AG G AAAATG 
TCAAAGACAAGCTTCGGGCCATTGTAGTGACCTTGTCCTACAGTCTCCAGACCCCTCGGC 
TCCGGCGACAGGCTCCTGGCCAGGGGCTGCCTCCAGTGGCCCCCATCCTCAATGCCCACC 
AGCCCAGCACCCAGCGGGCAGAGATCCACTTCCTGAAGCAAGGCTGTGGTGAAGACAAGA 
TCTGCCAGAGCAATCTGCAGCTGGTCCACGCCCGCTTCTGTACCCGGGTCAGCGACACGG 
AATTCCAACCTCTGCCCATGGATGTGGATGGAACAACAGCCCTGTTTGCACTGAGTGGGC 
AGCCAGTCATTGGCCTGGAGCTGATGGTCACCAACCTGCCATCGGACCCAGCCCAGCCCC 
AGGCTGATGGGGATGATGCCCATGAAGCCCAGCTCCTGGTCATGCTTCCTGACTCACTGC 
ACTACTCAGGGGTCCGGGCCCTGGACCCTGCGGAGAAGCCACTCTGCCTGTCCAATGAGA 
jATGCCTCCCATGTTGAGTGTGAGCTGGGGAACCCCATGAAGAGAGGTGCCCAGGTCACCT 
jTCTACCTCATCCTTAGCACCTCCGGGATCAGCATTGAGACCACGGAACTGGAGGTAGAGC 
jTGCTGTTGGCCACGATCAGTGAGCAGGAGCTGCATCCAGTCTCTGCACGAGCCCGTGTCT 
jTCATTGAGCTGCCACTGTCCATTGCAGGAATGGCCATTCCCCAGCAACTCTTCTTCTCTG 
jGTGTGGTGAGGGGCGAGAGAGCCATGCAGTCTGAGCGGGATGTGGGCAGCAAGGTCAAGT 
jATGAGGTCACGGTTTCCAACCAAGGCCAGTCGCTCAGAACCCTGGGCTCTGCCTTCCTCA 
ACATCATGTGGCCTCATGAGATTGCCAATGGGAAGTGGTTGCTGTACCCAATGCAGGTTG 
jAGCTGGAGGGCGGGCAGGGGCCTGGGCAGAAAGGGCTTTGCTCTCCCAGGCCCAACATCC 
TCCACCTGGATGTGGACAGTAGGGATAGGAGGCGGCGGGAGCTGGAGCCACCTGAGCAGC 
AGGAGCCTGGTGAGCGGCAGGAGCCCAGCATGTCCTGGTGGCCAGTGTCCTCTGCTGAGA 
AGAAGAAAAACATCACCCTGGACTGCGCCCGGGGCACGGCCAACTGTGTGGTGTTCAGCT 
^CCCACTCTACAGCTTTGACCGCGCGGCTGTGCTGCATGTCTGGGGCCGTCTCTGGAACA 
GCACCTTTCTGGAGGAGTACTCAGCTGTGAAGTCCCTGGAAGTGATTGTCCGGGCCAACA 
TCACAGTGAAGTCCTCCATAAAGAACTTGATGCTCCGAGATGCCTCCACAGTGATCCCAG 
TGATGGTATACTTGGACCCCATGGCTGTGGTGGCAGAAGGAGTGCCCTGGTGGGTCATCC 
TCCTGGCTGTACTGGCTGGGCTGCTGGTGCTAGCACTGCTGGTGCTGCTCCTGTGGAAGT 
(5!^£IZ£IJ CCATCGGAGCA GCCAGAGCTCATCTTTTCCCACCAACTATCACCGGGCCT 
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jgtctggctgtgcagccttcagccatggaagttgggggtccagggactgtgggatgggatt 
cttcaaacgggcgaagcaccccgaggccaccgtgccccagtaccatgcggtgaagattcc 
Itcgggaagaccgacagcagttcaaggaggagaagacgggcaccatcctgaggaacaactg 

jGGGCAGCCCCCGGCGGGAGGGCCCGGATGCACACCCCATCCTGGCTGCTGACGGGCATCC 

iCGAGCTGGGCCCCGATGGGCATCCAGGGCCAGGCACCGCCTAG 

lORF Start: AT 6 at 57 f jORF Stop: TGA at 341 1 

|SEQIDNO:210 hn8aa jMW at 121969.6kD 

NOV36I, l f 
CG56054-13 1< 
Protein \ ] 
Sequence j! 

s 

]] 

i] 

] 
] 

: 

, < 

... i 

4AGARSRDPWGASGICYLFGSLLVELLFSRAVAFNLDVMGALRKEGEPGSLFGFSVALHR 
3LQPRPQSWLLVGAPQALALPGQQANRTGGLFACPLSLEETDCYRVDIDQGADMQKESKE 
4QWLGVSVRSQGPGGKIVTCAHRYEARQRVDQILETRDMIGRCFVLSQDLAIRDELDGGE 
"JKFCEGRPQGHEQFGFCQQGTAAAFSPDSHYLLFGAPGTYNWKGLLFVTNIDSSDPDQLV 
iTKTLDPADRLPGPAGDLALNSYLGFSIDSGKGLVRAEELSFVAGAPRANHKGAVVILRKD 
3ASRLVPEVMLSGERLTSGFGYSLAVADLNSDGWPDLIVGAPYFFERQEELGGAVYVYLN 
2GGHWAGISPLRLCGSPDSMFGISLAVLGDLNQDGFPDIAVGAPFDGDGKVPIYHGSSLG 
/VAKPSQVLEGEAVGIKSFGYSLSGSLDMDGNQYPDLLVGSLADTAVLFRARPILHVSHE 
/SIAPRSIDLEQPNCAGGHSVCVDLRVCFSYIAVPSSYSPTVALDYVLDADTDRRLRGQV 
?RVTFLSRNLEEPKHQASGTVWLKHQHDRVCGDAMFQLQENVKDKLRAIWTLSYSLQTP 
^LRRQAPGQGLPPVAPILNAHQPSTQRAEIHFLKQGCGEDKICQSNLQLVHARFCTRVSD 
rEFQPLPMDVDGTTALFALSGQPVIGLELMVTNLPSDPAQPQADGDDAHEAQLLVMLPDS 
[jHYSGVRALDPAEKPLCLSNENASHVECELGNPMKRGAQVTFYLILSTSGISIETTELEV 
3LLLATISEQELHPVSARARVFIELPLSIAGMAIPQQLFFSGWRGERAMQSERDVGSKV 
\ YE VT VSNQGQS LRTLGS AFLNIM W P HE I ANG KWLLY PMQ VELEGGQGPGQKGLCS PRPN 
ELHLDVDSRDRRRRELEPPEQQEPGERQEPSMSWWPVSSAEKKKNITLDCARGTANCWF 
3CPLYSFDRAAVLHVWGRLWNSTFLEEYSAVKSLEVIVRANITVKSSIKNLMLRDASTVI 
PVMVYLDPMAWAEGVPWWVILLAVLAGLLVLALLVLLLWKCGFFHRSSQSSSFPTNYHR 
\CLAVQPSAMEVGGPGTVGWDSSNGRSTPRPPCPSTMR 

NOV36jti7 
CG56054-14 
DNA Sequence 

ISEQIDNO:21l i393S bp } 

TTGGGGCGTC 

GCCGGGGCTCGGAGCCGCGACCCTTGGGGGGCCTCCGGGATTTGCTACCTTTTTGGCTC 
CCTGCTCGTCGAACTGCTCTTCTCACGGGCTGTCGCCTTCAATCTGGACGTGATGGGTG 
CCTTGCGCAAGGAGGGCGAGCCAGGCAGCCTCTTCGGCTTCTCTGTGGCCCTGCACCGG 
CAGTTGCAGCCCCGACCCCAGAGCTGGCTGCTGGTGGGTGCTCCCCAGGCCCTGGCTCT 
TCCTGGGCAGCAGGCGAATCGCACTGGAGGCCTCTTCGCTTGCCCGTTGAGCCTGGAGG 
AG AC T G ACTG CT A C AG AGTG G AC AT C G AC C AGG G AG CTG AT ATG C AAAAGGAAAG C AAG 
GAGAACCAGTGGTTGGGAGTCAGTGTTCGGAGCCAGGGGCCTGGGGGCAAGATTGTTAC 
CTGTGCACACCGATATGAGGCAAGGCAGCGAGTGGACCAGATCCTGGAGACGCGGGATA 
TGATTGGTCGCTGCTTTGTGCTCAGCCAGGACCTGGCCATCCGGGATGAGTTGGATGGT 
GGGGAATGGAAGTTCTGTGAGGGACGCCCCCAAGGCCATGAACAATTTGGGTTCTGCCA 
GCAGGGCACAGCTGCCGCCTTCTCCCCTGATAGCCACTACCTCCTCTTTGGGGCCCCAG 
GAACCTATAATTGGAAGGGCACGGCCAGGGTGGAGCTCTGTGCACAGGGCTCAGCGGAC 
CTGGCACACCTGGACGACGGTCCCTACGAGGCGGGGGGAGAGAAGGAGCAGGACCCCCG 
CCTCATCCCGGTCCCTGCCAACAGCTACTTTGGCTTCTCTATTGACTCGGGGAAAGGTC 
TGGTGCGTGCAGAAGAGCTGAGCTTTGTGGCTGGAGCCCCCCGCGCCAACCACAAGGGT 
GCTGTGGTTATCCTGCGCAAGGACAGCGCCAGTCGCCTGGTGCCCGAGGTTATGCTGTC 
TGGGGAGCGCCTGACCTCCGGCTTTGGCTACTCACTGGCTGTGGCTGACCTCAACAGTG 
ATGGCTGGCCAGACCTGATAGTGGGTGCCCCCTACTTCTTTGAGCGCCAAGAAGAGCTG 
GGGGGTGCTGTGTATGTGTACTTGAACCAGGGGGGTCACTGGGCTGGGATCTCCCCTCT 
CCGGCTCTGCGGCTCCCCTGACTCCATGTTCGGGATCAGCCTGGCTGTCCTGGGGGACC 
TCAACCAAGATGGCTTTCCAGATATTGCAGTGGGTGCCCCCTTTGATGGTGATGGGAAA 
GTCTTCATCTACCATGGGAGCAGCCTGGGGGTTGTCGCCAAACCTTCACAGGTGCTGGA 
GGGCGAGGCTGTGGGCATCAAGAGCTTCGGCTACTCCCTGTCAGGCAGCTTGGATATGG 
ATGGGAACCAATACCCTGACCTGCTGGTGGGCTCCCTGGCTGACACCGCAGTGCTCTTC 
AGGGCCAGACCCATCCTCCATGTCTCCCATGAGGTCTCTATTGCTCCACGAAGCATCGA 
CCTGGAGCAGCCCAACTGTGCTGGCGGCCACTCGGTCTGTGTGGACCTAAGGGTCTGTT 
TCAGCTACATTGCAGTCCCCAGCAGCTATAGCCCTACTGTGGCCCTGGACTATGTGTTA 
GATGCGGACACAGACCGGAGGCTCCGGGGCCAGGTTCCCCGTGTGACGTTCCTGAGCCG 
TAACCTGGAAGAACCCAAGCACCAGGCCTCGGGCACCGTGTGGCTGAAGCACCAGCATG 
ACCGAGTCTGTGGAGACGCCATGTTCCAGCTCCAGGAAAATGTCAAAGACAAGCTTCGG 
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jGCCATTGTAGTGACCTTGTCCTACAGTCTCCAGACCCCTCGGCTCCGGCGACAGGCTCC 
■.TGGCCAGGGGCTGCCTCCAGTGGCCCCCATCCTCAATGCCCACCAGCCCAGCACCCAGC 
jGGGCAGAGATCCACTTCCTGAAGCAAGGCTGTGGTGAAGACAAGATCTGCCAGAGCAAT 
ICTGCAGCTGGTCCACGCCCGCTTCTGTACCCGGGTCAGCGACACGGAATTCCAACCTCT 
jGCCCATGGATGTGGATGGAACAACAGCCCTGTTTGCACTGAGTGGGCAGCCAGTCATTG 
iGCCTGGAGCTGATGGTCACCAACCTGCCATCGGACCCAGCCCAGCCCCAGGCTGATGGG 
GATGATGCCCATGAAGCCCAGCTCCTGGTCATGCTTCCTGACTCACTGCACTACTCAGG 
GGTCCGGGCCCTGGACCCTGCGGAGAAGCCACTCTGCCTGTCCAATGAGAATGCCTCCC 
j ATG TTG AGTG T GAG CTGGGG AAC C CC ATG AAGAG AG GTG C CC AG GT CACC TT CT AC CT C 
]ATCCTTAGCACCTCCGGGATCAGCATTGAGACCACGGAACTGGAGGTAGAGCTGCTGTT 
iGGCCACGATCAGTGAGCAGGAGCTGCATCCAGTCTCTGCACGAGCCCGTGTCTTCATTG 
jAGCTGCCACTGTCCATTGCAGGAATGGCCATTCCCCAGCAACTCTTCTTCTCTGGTGTG 
jGTGAGGGGCGAGAGAGCCATGCAGTCTGAGCGGGATGTGGGCAGCAAGGTCAAGTATGA 
*GGTCACGGTTTCCAACCAAGGCCAGTCGCTCAGAACCCTGGGCTCTGCCTTCCTCAACA 
TCATGTGGCCTCATGAGATTGCCAATGGGAAGTGGTTGCTGTACCCAATGCAGGTTGAG 
CTGGAGGGCGGGCAGGGGCCTGGGCAGAAAGGGCTTTGCTCTCCCAGGCCCAACATCCT 
jCCACCTGGATGTGGACAGTAGGGATAGGAGGCGGCGGGAGCTGGAGCCACCTGAGCAGC 
AGGAGCCTGGTGAGCGGCAGGAGCCCAGCATGTCCTGGTGGCCAGTGTCCTCTGCTGAG 
JAAGAAGAAAAACATCACCCTGGACTGCGCCCGGGGCACGGCCAACTGTGTGGTGTTCAG 
CTGCCCACTCTACAGCTTTGACCGCGCGGCTGTGCTGCATGTCTGGGGCCGTCTCTGGA 
I A C AG C AC CTTTCTGG AGG AGT ACT C AG CTGTG AAGT C CCTG G AAG TG ATTGT CCGGG C C 
AA C AT C AC AG TG AAGT C CT C C AT AAAG AACTTGATG CTCCG AG ATG C CT CC AC AGTG AT 
jCCCAGTGATGGTATACTTGGACCCCATGGCTGTGGTGGCAGAAGGAGTGCCCTGGTGGG 
■TCATCCTCCTGGCTGTACTGGCTGGGCTGCTGGTGCTAGCACTGCTGGTGCTGCTCCTG 
jTGGAAGATGGGATTCTTCAAACGGGCGAAGCACCCCGAGGCCACCGTGCCCCAGTACCA 
jTGCGGTGAAAATTCCTCGGGAAGACCGACAGCAGTTCAAGGAGGAGAAGACGGGCACCA 
jTCCTGAGGAACAACTGGGGCAGCCCCCATCCTGGCTGGGCCCCGATGGGCATCCAGGGC 
jCAGGCACCGCCTAGGTTCCCATGTCCCAGCCTGGCCTGTGGCTGCCCTCCATCCCTTCC 
jCCAGAGATGGCTCCTTGGGATGAAGAGGGTAGAGTGGGCTGCTGGTGTCGCATCAAGAT 
|TTGGCAGGATCGGCTTCCTCAGGGCACAGACCTCTCCCCCCACAAGAACTCCTCCCACC 
jCAACTTCCCCTTAGAGTGCTGTGA GATGAGAGTGGGTAAATCAGGGACAGGGCCATGGG 
I GTAGGGTGAGAAGGGCAGGGGTGTCCTGATGCAAAGGTGGGGAGAAGGGATCCTAATCC 
j CTTCCTCTCCCATTCACCCTGTGTAACAGGACCCCAAGGACCTGCCTCCCCGGAAGTGC 
j CTTAACCTAGAGGGTCGGGGAGGAGGTTGTGTCACTGACTCAGGCTGCTCCTTCTCTAG 
i TTTCCCCTCTCATCTGACCTTAGTTTGCTGCCATCAGTCTAGTGGTTTCGTGGTTTCGf 
_ j CTATTTATTAAAAAATATTTGAGAACAAAAAAAAAAAAAAAAAA 

jORF Start? A TGaF 57 T' ~ ~ ' " jpRF Stop7 TC A^3^~'^ 

LZZ". fSEQ ID NO: 212 II jMWat2.30044.2kD _ 

NOV361TL MAGARSRDPWGASGICYLFGSLLVELLFSRW 

CG56054-14 RQlqprpqswllvgapqalalpgqqanrtgglfacplsleetdcyrvdidqgadmqkes 
Protein Sequence ken Q w lgvsvrsqgpggkivtcahryearqrvdqiletrdmigrcfvlsqdlairdeld 
jggewkfcegrpqgheqfgfcqqgtaaafspdshyllfgapgtynwkgtarvelcaqgsa 
jdlahlddgpyeaggekeqdprlipvpansyfgfsidsgkglvraeelsfvagapranhk 
gawilrkdsasrlvpevmlsgerltsgfgyslavadlnsdgwpdlivgapyfferqee 
lggavyvylnqgghwagisplrlcgspdsmfgislavlgdlnqdgfpdiavgapfdgdg 
kvfiyhgsslgwakpsqvlegeavgiksfgyslsgsldmdgnqypdllvgsladtavl 
frarpilhvshevsiaprsidleqpncagghsvcvdlrvcfsyiavpssysptvaldyv 
ldadtdrrlrgqvprvtplsrnleepkhqasgtvwlkhqhdrvcgdamfqlqenvkdkl 
raiwtlsyslqtprlrrqapgqglppvapilnahqpstqraeihflkqgcgedkicqs 
nlqlvharfctrvsdtefqplpmdvdgttalfalsgqpviglelmvtnlpsdpaqpqad 
gddaheaqllvmlpdslhysgvraldpaekplclsnenashvecelgnpmkrgaqvtfy 
li lstsgi s i ettele velllati seqelhpvs ararvfi elpls i agmai pqqlffsg 

WRGERAMQS ERDVGS KVKYEVTVSNQGQSLRTLGSAFLNIMWPHE I ANGKWLLYPMQV 
ELEGGQGPGQKGLCSPRPNILHLDVDSRDRRRRELEPPEQQEPGERQEPSMSWWPVSSA 
EKKKNITLDCARGTANCWFSCPLYSFDRAAVLHVWGRLWNSTFLEEYSAVKSLEVIVR 
ANI T VKS S I KNLMLRDASTVI P VM VYLDPMAWAEGVPWWVI LLAVLAGLLVL ALLVLL 
LWKMGFFKRAKHPEATVPQYHAVKIPREDRQQFKEEKTGTILRNNWGSPHPGWAPMGIQ 
GQAPPRFPCPSLACGCPPSLPQRWLLGMKRVEWAAGVASRFGRIGFLRAQTSPPTRTPP 
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|tqlplrvl 


;SEQIDNO:213 |2471 bp , 

NOV36n, 
CG56054-15 
DNA Sequence 

! 

?TTGGGGCGTGCGAGATTTCCCTTGCATTCGCTGGGAGCTCGCGCAGGGATCGTCCCATGG 

CCGGGGCTCGGAGCCGCGACCCTTGGGGGGCCTCCGGGATTTGCTACCTTTTTGGCTCCC 
TGCTCGTCGAACTGCTCTTCTCACGGGCTGTCGCCTTCAATCTGGACGTGATGGGTGCCT 
TGCGCAAGGAGGGCGAGCCAGGCAGCCTCTTCGGCTTCTCTGTGGCCCTGCACCGGCAGT 
TGCAGCCCCGACCCCAGAGCTGGCTGCTGGTGGGTGCTCCCCAGGCCCTGGCTCTTCCTG 
GGCAGCAGGCGAATCGCACTGGAGGCCTCTTCGCTTGCCCGTTGAGCCTGGAGGAGACTG 
ACTGCTACAGAGTGGACATCGACCAGGGAGCTGATATGCAAAAGGAAAGCAAGGAGAACC 
AGTGGTTGGGAGTCAGTGTTCGGAGCCAGGGGCCTGGGGGCAAGATTGTTACCTGTGCAC 
ACCG AT AT G AG G C AAGG CAG CG AGTGG ACC AG AT C CT G G AG ACG C GGG ATATG ATT GGT C 
GCTGCTTTGTGCTCAGCCAGGACCTGGCCATCCGGGATGAGTTGGATGGTGGGGAATGGA 
AGTTCTGTGAGGGACGCCCCCAAGGCCATGAACAATTTGGGTTCTGCCAGCAGGGCACAG 
CTGCCGCCTTCTCCCCTGATAGCCACTACCTCCTCTTTGGGGCCCCAGGAACCTATAATT 
GGAAGGGCACGGCCAGGGTGGAGCTCTGTGCACAGGGCTCAGCGGACCTGGCACACCTGG 
ACGACGGTCCCTACGAGGCGGGGGGAGAGAAGGAGCAGGACCCCCGCCTCATCCCGGTCC 
CTGCCAACAGCTACTTTGGCTTCTCTATTGACTCGGGGAAAGGTCTGGTGCGTGCAGAAG 
AGCTGAGCTTTGTGGCTGGAGCCCCCCGCGCCAACCACAAGGGTGCTGTGGTTATCCTGC 
GCAAGGACAGCGCCAGTCGCCTGGTGCCCGAGGTTATGCTGTCTGGGGAGCGCCTGACCT 
CCGGCTTTGGCTACTCACTGGCTGTGGCTGACCTCAACAGTGATGGCTGGCCAGACCTGA 
TAGTGGGTGCCCCCTACTTCTTTGAGCGCCAAGAAGAGCTGGGGGGTGCTGTGTATGTGT 
ACTTGAACCAGGGGGGTCACTGGGCTGGGATCTCCCCTCTCCGGCTCTGCAACTCCCCGC 
ACTCCATGTTCGGGATCAGCCTGGCTGTCCTGGGGGACCTCAACCAAGATGGCTTTCCAG 
ATATTGCAGTGGGTGCCCCCTTTGATGGTGATGGGAAAGTCTTCATCTACCATGGGAGCA 
GCCTGGGGGTTGTCGCCAAACCTTCACAGGTGCTGGAGGGCGAGGCTGTGGGCATCAAGA 
GCTTCGGCTACTCCCTGTCAGGCAGCTTGGATATGGATGGGAACCAATACCCTGACCTGC 
TGGTGGGCTCCCTGGCTGACACCGCAGTGCTCTTCAGGGCCAGACCCATCCTCCATGTCT 
CCCATGAGGTCTCTATTGCTCCACGAAGCATCGACCTGGAGCAGCCCAACTGTGCTGGCG 
GCCACTCGGTCTGTGTGGACCTAAGGGTCTGTTTCAGCTACATTGCAGTCCCCAGCAGCT 
ATAGCCCTACTGTGGCCCTGGACTATGTGTTAGATGCGGACACAGACCGGAGGCTCCGGG 
GCCAGGTTCCCCGTGTGACGTTCCTGAGCCGTAACCTGGAAGAACCCAAGCACCAGGCCT 
CGGGCACCGTGTGGCTGAAGCACCAGCATGACCGAGTCTGTGGAGACGCCATGTTCCAGC 
TCCAGGAAAATGTCAAAGACAAGCTTCGGGCCATTGTAGTGACCTTGTCCTACAGTCTCC 
AGACCCCTCGGCTCCGGCGGGAGGGCCCGGATGCACACCCCATCCTGGCTGCTGACGGGC 
ATCCCGAGCTGGGCCCCGATGGGCATCCAGGGCCAGGCACCGCCTAGGTTCCCATGTCCC 
AGCCTGGCCTGTGGCTGCCCTCCATCCCTTCCCCAGAGATGGCTCCTTGGGATGAAGAGG 

Jgtagagtgggctgctggtgtcgcatcaagatttggcaggatcggcttcctcaggggcaca 


GACCTCTCCCACCCACAAGAACTCCTCCCACCCAACTTCCCCTTAGAGTGCTGTGAGATG 

AGAGTGGGTAAATCAGGGACAGGGCCATGGGGTAGGGTGAGAAGGGCAGGGGTGTCCTGA 

TGCAAAGGTGGGGAGAAGGGATCCTAATCCCTTCCTCTCCCATTCACCCTGTGTAACAGG 

ACCCCAAGGACCTGCCTCCCCGGAAGTGCCTTAACCTAGAGGGTCGGGGAGGAGGTTGTG 

TCACTGACTCAGGCTGCTCCTTCTCTAGTTTCCCCTCTCATCTGACCTTAGTTTGCTGCC 

ATCAGTCTAGTGGTTTCGTGGTTTCGTCTATTTATTAAAAAATATTTGAGAACAAAAAAA 

AAAAAAAAAAA 


ORF Start: AT G at 57 ] jORF Stop: TAG at 1 965 

;SEQIDNO:214 \636 aa |MW at 68715.71cD 

NOV36n, 
CG56054-15 
Protein Sequence 

MAGARSRDPWGASGICYLFGSLLVELLFSRAVAFNLDVMGALRKEGEPGSLFGFSVALHR 
QLQPRPQSWLLVGAPQALALPGQQANRTGGLFACPLSLEETDCYRVDIDQGADMQKESKE 
NQWLGVSVRSQGPGGKXVTCAHRYEARQRVDQILETRDMIGRCFVLSQDLAIRDELDGGE 
WKFCEGRPQGHEQFGFCQQGTAAAFSPDSHYLLFGAPGTYNWKGTARVELCAQGSADLAH 
LDDGPYBAGGEKEQDPRLIPVPANSYFGFSIDSGKGLVRAEELSFVAGAPRANHKGAWI 
LRKDSASRLVPEVMLSGERLTSGFGYSLAVADLNSDGWPDLIVGAPYFFERQEELGGAVY 
VYLNQGGHWAGISPLRLCNSPHSMFGISLAVLGDLNQDGFPDIAVGAPFDGDGKVFIYHG 
SSLGWAKPSQVLEGEAVGIKS FGYSLSGSLDMDGNQYPDLLVGSLADTAVLFRARPILH 
VSHEVSIAPRSIDLEQPNCAGGHSVCVDLRVCFSYIAVPSSYSPTVALDYVLDADTDRRL 
RGQVPRVTFLSRNLEEPKHQASGTVWLKHQHDRVCGDAMFQLQENVKDKLRAIWTLSYS 
LQTPRLRREGPDAHPILAADGHPELGPDGHPGPGTA 


WO 2003/023008 PCT7US2002/028596 


jSEQ ID NO: 215 


1 1924 bp 


NOV36o, 
CG56054-16 
DNA Sequence 


'i TTGGGGCGTGCGAGATTTCCCTTGCATTCGCTGGGAGCTCGCGCAGGGATCGTCCC ATGG 
iCCGGGGCTCGGAGCCGCGACCCTTGGGGGGCCTCCGGGATTTGCTACCTTTTTGGCTCCC 
iTGCTCGTCGAACTGCTCTTCTCACGGGCTGTCGCCTTCAATCTGGACGTGATGGGTGCCT 
jTGCGCAAGGAGGGCGAGCCAGGCAGCCTCTTCGGCTTCTCTGTGGCCCTGCACCGGCAGT 
jTGCAGCCCCGACCCCAGAGCTGGCTGCTGGTGGGTGCTCCCCAGGCCCTGGCTCTTCCTG 
•GGCAGCAGGCGAATCGCACTGGAGGCCTCTTCGCTTGCCCGTTGAGCCTGGAGGAGACTG 
jACTGCTACAGAGTGGACATCGACCAGGGAGCTGATATGCAAAAGGAAAGCAAGGAGAACC 
JAGTGGTTGGGAGTCAGTGTTCGGAGCCAGGGGCCTGGGGGCAAGATTGTTACCTGTGCAC 
ACCGATATGAGGCAAGGCAGCGAGTGGACCAGATCCTGGAGACGCGGGATATGATTGGTC 
jGCTGCTTTGTGCTCAGCCAGGACCTGGCCATCCGGGATGAGTTGGATGGTGGGGAATGGA 
•AGTTCTGTGAGGGACGCCCCCAAGGCCATGAACAATTTGGGTTCTGCCAGCAGGGCACAG 
CTGCCGCCTTCTCCCCTGATAGCCACTACCTCCTCTTTGGGGCCCCAGGAACCTATAATT 
GGAAGGGCACGGCCAGGGTGGAGCTCTGTGCACAGGGCTCAGCGGACCTGGCACACCTGG 
ACGACGGTCCCTACGAGGCGGGGGGAGAGAAGGAGCAGGACCCCCGCCTCATCCCGGTCC 
CTGCCAACAGCTACTTTGGCTTCTCTATTGACTCGGGGAAAGGTCTGGTGCGTGCAGAAG 
AGCTGAGCTTTGTGGCTGGAGCCCCCCGCGCCAACCACAAGGGTGCTGTGGTCATCCTGC 
GCAAGGACAGCGCCAGTCGCCTGGTGCCCGAGGTTATGCTGTCTGGGGAGCGCCTGACCT 
CCGGCTTTGGCTACTCACTGGCTGTGGCTGACCTCAACAGTGATGGCTGGCCAGACCTGA 
TAGTGGGTGCCCCCTACTTCTTTGAGCGCCAAGAAGAGCTGGGGGGTGCTGTGTATGTGT 
IACTTGAACCAGGGGGGTCACTGGGCTGGGATCTCCCCTCTCCGGCTCTGCGGCTCCCCTG 

j actc c atgttcgg g atc ag c ctggctgt c ctg g g g g ac ct c aac c aag atgg cctt c c ag 
jatattgcagtgggtgccccctttgatggtgatgggaaagtcttcatctaccatgggagca 
jgcctgggggttgtcgccaagccttcacaggtgctggagggcgaggctgtgggcatcccga 
:gctgggccccgatgggcatccagggccaggcaccgcctaggttcccatgtcccagcctgg 
jcctgtggctgccctccatcccttccccagagatggctccttgggatgaagagggtagagt 

jGGGCTGCTGGTGTCGCATCAAGATTTGGCAGGATCGGCTTCCTCAGGGGCACAGACCTCT 
CCCACCCACAAGAACTCCTCCCACCCAACTTCCCCTTAGAGTGCTGTGAGATGAGAGTGG 
IGTAAATCAGGGACAGGGCCATGGGGTAGGGTGAGAAGGGCAGGGGTGTCCTGATGCAAAG 


tGTGGGGAGAAGGGATCCTAATCCCTTCCTCTCCCATTCACCCTGTGTAACAGGACCCCAA 


j GGACCTGCCTCCCCGGAAGTGCCTTAACCTAGAGGGTCGGGGAGGAGGTTGT GTCACTGA 

I; 


CTCAGGCTGCTCCTTCTCTAGTTTCCCCTCTCATCTGACCTTAGTTTGCTGCCATCAGTC 


ITAGTGGTTTCGTGGTTTCGTCTATTTATTAAAAAATATTTGAGAACAAAAAAAAAAAAAA 


AAAA 


ORF Start: ATG at 57 


NOV36o, 
CG56054-16 
Protein Sequence 


~j53Saa~~ 


O^Stop|TGAatj671 
MWat57824*0kD 


JSEQ ID NO: 216 

■MAGARSRDPWGASGICYLFGSLLVELLFSRAVAFNLDVMGALRKBGBPGSLFGPSVALHR 
QLQPRPQSWLLVGAPQALALPGQQANRTGGLFACPLSLEETDCYRVDIDQGADMQKESKE 
NQWLGVS VRSQGPGGKI VTCAHR YE ARQRVDQI LETRDMI GRCFVLSQDLAI RDELDGGE 
WKFCEGRPQGHEQFGFCQQGTAAAFSPDSHYLLFGAPGTYNWKGTARVELCAQGSADLAH 
;LDDGPYEAGGEKEQDPRLIPVPANSYFGFSIDSGKGLVRAEELSFVAGAPRANHKGAWI 
LRKDSASRLVPEVMLSGERLTSGFGYSLAVADLNSDGWPDLIVGAPYFFERQEELGGAVY 
VYLNQGGHWAGISPLRLCGSPDSMFGISLAVLGDLNQDGLPDIAVGAPFDGDGKVFIYHG 
SSLGWAKPSQVLEGEAVGIPSWAPMGIQGQAPPRFPCPSLACGCPPSLPQRWLLGMKRV 
, EWAAGVASRFGRIGFLRGTDLSHPQELLPPNFPLECCEMRVGKSGTGPWGRVRRAGVS 


(2082 bp 


SEQ ID NO: 2 17 
NOV36p, I ttggggcgtgcgagatttcccttgcact 

CG56054- 1 7 jCCGGGGCTCGGAGCCGCGACCCTTGGGGGGCCTCCGGGATTTGCTACCTTTTTGGCTCCC 

DNA Sequence tgct cgtcgaactgctcttctcacgggctgtcgccttcaatctggacgtgatgggtgcct 

TGCGCAAGGAGGGCGAGCCAGGCAGCCTCTTCGGCTTCTCTGTGGCCCTGCACCGGCAGT 
TGCAGCCCCGACCCCAGAGCTGGCTGCTGGTGGGTGCTCCCCAGGCCCTGGCTCTTCCTG 
GGCAGCAGGCGAATCGCACTGGAGGCCTCTTCGCTTGCCCGTTGAGCCTGGAGGAGACTG 
ACTGCTACAGAGTGGACATCGACCAGGGAGCTGATATGCAAAAGGAAAGCAAGGAGAACC 
AGTGGTTGGGAGTCAGTGTTCGGAGCCAGGGGCCTGGGGGCAAGATTGTTACCTGTGCAC 
ACCGATATGAGGCAAGGCAGCGAGTGGACCAGATCCTGGAGACGCGGGATATGATTGGTC 
GCTGCTTTGTGCTCAGCCAGGACCTGGCCATCCGGGATGAGTTGGATGGTGGGGAATGGA 
AGTTCTGTGAGGGACGCCCCCAAGGCCATGAACAATTTGGGTTCTGCCAGCAGGGCACAG 
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jctgccgccttctcccctgatagccactacctcctctttggggccccaggaacctataatt 
;ggaagggcacggccagggtggagctctgtgcacagggctcagcggacctggcacacctgg 
•acgacggtccctacgaggcggggggagagaaggagcaggacccccgcctcatcccggtcc 
•ctgccaacagctactttggcttctctattgactcggggaaaggtctggtgcgtgcagaag 
jagctgagctttgtggctggagccccccgcgccaaccacaagggtgctgtggtcatcctgc 
jgcaaggacagcgccagtcgcctggtgcccgaggttatgctgtctggggagcgcctgacct 
jccggctttggctactcactggctgtggctgacctcaacagtgatggctggccagacctga 
jtagtgggtgccccctacttctttgagcgccaagaagagctggggggtgctgtgtatgtgt 
jacttgaaccaggggggtcactgggctgggatctcccctctccggctctgcggctcccctg 
Iactccatgttcgggatcagcctggctgtcctgggggacctcaaccaagatggctgtggtg 
Jgcagaaggagtgccctggtgggtcatcctcctggctgtactggctgggctgctggtgcta 
igcactgctggtgctgctcctgtggaagatgggattcttcaaacgggcgaagcaccccgag 
jgccaccgtgccccagtaccatgcggtgaagattcctcgggaagaccgacagcagttcaag 
(gaggagaagacgggcaccatcctgaggaacaactggggcagcccccggcgggagggcccg 
•gatgcacaccccatcctggctgctgacgggcatcccgagctgggccccgatgggcatcca 


IGGGCCAGGCACCGCCTAGGTTCCCATGTCCCAGCCTGGCCTGTGGCTGCCCTCCATCCCT 


j TC C C C AG AGATGGCT CCTTG G G ATG AAG AG G G T AG AGTGGG CTG CTGGTGT CG CAT C AAG 
^ ATTTGGCAGGATCGGCTTCCTCAGGGGCACAGACCTCTCCCACCCACAAGAACTCCTCCC 
jACCCAACTTCCCCTTAGAGTGCTGTGAGATGAGAGTGGGTAAATCAGGGACAGGGCCATG 


. GGGTAGGGTGAGAAGGGCAGGGGTGTCCTGATGCAAAGGTGGGGAGAAGGGATCCTAATC 
j CCTTCCTCTCCCATTCACCCTGTGTAACAGGACCCCAAGGACCTGCCTCCCCGGAAGTGC 
' CTTAACCTAGAGGGTCGGGGAGGAGGTTGTGTCACTGACTCAGGCTGCTCCTTCTCTAGT 
i TTCCCCTCTCATCTGACCTTAGTTTGCTGCCATCAGTCTAGTGGTTTCGTGGTTTCGTCT 
i ATTT ATT AAAAAAT ATTTG AG AAC AAAAAAAAAAAAAAAAAA 


iORF St^AT G^t"S7 J 
ISEQIDNO: 21*8 " ~"[4S9 


aa 


JORF Stop:TGAat 1524^ 
iMVatsTsh.ilcD ~ 


NOV36p, !magarsrdpwgasgicylfgsllvei*lfsravafnldvmgalrkbgepgslfgfsvalhr 
CG56054-17 |qlqprpqswllvgapqalalpgqqanrtgglfacplsleetdcyrvdidqgadmqkeske 
Protein Sequence JNQwlgvsvrsqgpggkivtcahryearqrvdqiletrdmigrcfvlsqdlairdeldgge 
jwkfcegrpqgheqfgfcqqgtaaafspdshyllfgapgtynwkgtarvelcaqgsadlah 
;lddgpyeaggekeqdprlipvpansyfgfsidsgkglvraeelsfvagapranhkgawi 

[LRKDSASRLVPEVMLSGERLTSGFGYSIiAVADLNSDGWPDLIVGAPYFFERQEELGGAVY 

.•vylnqgghwagisplrlcgspdsmfgislavlgdlnqdgcggrrsalvghppgctgwaag 
jastagaapvedgilqtgeaprghrapvpcgedssgrptavqggedghhpeeqlgqppagg 
^pgctphpgc 


JSEQiDNO:2lV 


NOV36q, 
CG56054-18 
DNA Sequence 


13879 bp 


j ttggggcgtgcgagatttcccttgcattcgctgggagctcgcg 

jccggggctcggagccgcgacccttggggggcctccgggatttgctacctttttggctccc 

jtgctcgt cg aactgctcttctcacgggctgtcgccttcaatctggacgtgatgggtgcct 

jtgcgcaaggagggcgagccaggcagcctcttcggcttctctgtggccctgcaccggcagt 

■tgcagccccgaccccagagctggctgctggtgggtgctccccaggccctggctcttcctg 

iggcagcaggcgaatcgcactggaggcctcttcgcttgcccgttgagcctggaggagactg 

{actgctacagagtggacatcgaccagggagctgatatgcaaaaggaaagcaaggagaacc 

jagtggttgggagtcagtgttcggagccaggggcctgggggcaagattgttacctgtgcac 

!accgatatgaggcaaggcagcgagtggaccagatcctggagacgcgggatatgattggtc 

gctgctttgtgctcagccaggacctggccatccgggatgagttggatggtggggaatgga 

[agttctgtgagggacgcccccaaggccatgaacaatttgggttctgccagcagggcacag 

jctgccgccttctcccctgatagccactacctcctctttggggccccaggaacctataatt 

iggaagggcacggccagggtggagctctgtgcacagggctcagcggacctggcacacctgg 

Jacgacggtccctacgaggcggggggagagaaggagcaggacccccgcctcatcccggtcc 

jctgccaacagctactttggcttctctattgactcggggaaaggtctggtgcgtgcagaag 

agctgagctttgtggctggagccccccgcgccaaccacaagggtgctgtggttatcctgc 

gcaaggacagcgccagtcgcctggtgcccgaggttatgctgtctggggagcgcctgacct 

ccggctttggctactcactggctgtggctgacctcaacagtgatggctggccagacctga 

tagtgggtgccccctacttctttgagcgccaagaagagctggggggtgctgtgtatgtgt 

acttgaaccaggggggtcactgggctgggatctcccctctccggctctgcggctcccctg 

actccatgttcgggatcagcctggctgtcctgggggacctcaaccaagatggctttccag 

atattgcagtgggtgccccctttgatggtgatgggaaagtcttcatctaccatgggagca 
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! 

GCCTGGGGGTTGTCGCCAAACCTTCACAGGTGCTGGAGGGCGAGGCTGTGGGCATCAAGA 
GCTTCGGCTACTCCCTGTCAGGCAGCTTGGATATGGATGGGAACCAATACCCTGACCTGC 
TGGTGGGCTCCCTGGCTGACACCGCAGTGCTCTTCAGGGCCAGACCCATCCTCCATGTCT 
CCCATGAGGTCTCTATTGCTCCACGAAGCATCGACCTGGAGCAGCCCAACTGTGCTGGCG 
GCCACTCGGTCTGTGTGGACCTAAGGGTCTGTTTCAGCTACATTGCAGTCCCCAGCAGCT 
AT AG C C CT ACTGTG GC C C TG G ACTATG TG TTAG ATGCGG AC AC AG AC CG G AGG CTC C GGG 
GCCAGGTTCCCCGTGTGACGTTCCTGAGCCGTAACCTGGAAGAACCCAAGCACCAGGCCT 
CGGGCACCGTGTGGCTGAAGCACCAGCATGACCGAGTCTGTGGAGACGCCATGTTCCAGC 
TCCAGGAAAATGTCAAAGACAAGCTTCGGGCCATTGTAGTGACCTTGTCCTACAGTCTCC 
AGACCCCTCGGCTCCGGCGACAGGCTCCTGGCCAGGGGCTGCCTCCAGTGGCCCCCATCC 
TCAATGCCCACCAGCCCAGCACCCAGCGGGCAGAGATCCACTTCCTGAAGCAAGGCTGTG 
GT G AAG AC AAGAT CTG C C AG AG C AAT CTG C AG CTG GT C C ACGC C C G CTT CTGT ACC CGGG 
TCAGCGACACGGAATTCCAACCTCTGCCCATGGATGTGGATGGAACAACAGCCCTGTTTG 
CACTGAGTGGGCAGCCAGTCATTGGCCTGGAGCTGATGGTCACCAACCTGCCATCGGACC 
CAGCCCAGCCCCAGGCTGATGGGGATGATGCCCATGAAGCCCAGCTCCTGGTCATGCTTC 
CTGACTCACTGCACTACTCAGGGGTCCGGGCCCTGGACCCTGCGGAGAAGCCACTCTGCC 
TGT C C AAT G AGAATGCCT C CC ATGT TG AG TGTG AG CTGGGG AAC C C C ATG AAG AG AGG TG 
CCCAGGTCACCTTCTACCTCATCCTTAGCACCTCCGGGATCAGCATTGAGACCACGGAAC 
TGGAGGTAGAGCTGCTGTTGGCCACGATCAGTGAGCAGGAGCTGCATCCAGTCTCTGCAC 
G AG CCCGTGT CTT C ATTG AG CTG CC ACTGTC C ATTG C AG G AATGG C C ATT CCCCAG C AAC 
TCTTCTTCTCTGGTGTGGTGAGGGGCGAGAGAGCCATGCAGTCTGAGCGGGATGTGGGCA 
GCAA^GTCAAGTATGAGGTCACGGTTTCCAACGAAGGCCAGTCGCTCAGAACC^TGGGCI 
CTGCCTTCCTCAACATCATGTGGCCTCATGAGATTGCCAATGGGAAGTGGTTGCTGTACC 
CAATGCAGGTTGAGCTGGAGGGCGGGCAGGGGCCTGGGCAGAAAGGGCTTTGCTCTCCCA 
GGCCCAACATCCTCCACCTGGATGTGGACAGTAGGGATAGGAGGCGGCGGGAGCTGGAGC 
CACCTGAGCAGCAGGAGCCTGGTGAGCGGCAGGAGCCCAGCATGTCCTGGTGGCCAGTGT 
CCTCTGCTGAGAAGAAGAAAAACATCACCCTGGACTGCGCCCGGGGCACGGCCAACTGTG 
TGGTGTTCAGCTGCCCACTCTACAGCTTTGACCGCGCGGCTGTGCTGCATGTCTGGGGCC 
GTCTCTGGAACAGCACCTTTCTGGAGGAGTACTCAGCTGTGAAGTCCCTGGAAGTGATTG 
TCCGGGCCAACATCACAGTGAAGTCCTCCATAAAGAACTTGATGCTCCGAGATGCCTCCA 
CAGTGATCCCAGTGATGGTATACTTGGACCCCATGGCTGTGGTGGCAGAAGGAGTGCCCT 
GGTGGGTCATCCTCCTGGCTGTACTGGCTGGGCTGCTGGTGCTAGCACTGCTGGTGCTGC 
TCCTGTGGAAGATGGGATTCTTCAAACGGGCGAAGCACCCCCCGGCGGGAGGGCCCGGAT 
GCACACCCCATCCTGGCTGCTGACGGGCATCCCGAGCTGGGCCCCGATGGGCATCCAGGG 

i ICCAGGCACCGCCTAGGTTCCCATGTCCCAGCCTGGCCTGTGGCTGCCCTCCATCCCTTCC 

i 

CCAGAGATGGCTCCTTGGGATGAAGAGGGTAGAGTGGGCTGCTGGTGTCGCATCAAGATT 

i 

i 

TGGCAGGATCGGCTTCCTCAGGGGCACAGACCTCTCCCACCCACAAGAACTCCTCCCACC 

CAACTTCCCCTTAGAGTGCTGTGAGATGAGAGTGGGTAAATCAGGGACAGGGCCATGGGG 

TAGGGTGAGAAGGGCAGGGGTGTCCTGATGCAAAGGTGGGGAGAAGGGATCCTAATCCCT 

TCCTCTCCCATTCACCCTGTGTAACAGGACCCCAAGGACCTGCCTCCCCGGAAGTGCCTT 

AACCTAGAGGGTCGGGGAGGAGGTTGTGTCACTGACTCAGGCTGCTCCTTCTCTAGTTTC 

CCCTCTCATCTGACCTTAGTTTGCTGCCATCAGTCTAGTGGTTTCGTGGTTTCGTCTATT 

TATTAAAAAATATTTGAGAACAAAAAAAAAAAAAAAAAA 

■ 

ORF Start: ATG at 57 ] foRF Stop: TGA at332 |_ 
S^Q IDNO: 220 fl088 "aa" TmW aU18618Jw5 

CG56054-18 
Protein Sequence 

MAGARSRDPWGASGICYLFGSLLVELLFSRAVAFNLDVMGALRKEGEPGSLFGFSVALHR 
QLQPRPQSWLLVGAPQALALPGQQANRTGGLFACPLSLEETDCYRVDIDQGADMQKESKE 
NQWLGVSVRSQGPGGKIVTCAHRYEARQRVDQILETRDMIGRCFVLSQDLAIRDELDGGE 
WKFCEGRPQGHEQFGFCQQGTAAAFSPDSHYLLFGAPGTYNWKGTARVELCAQGSADLAH 
LDDGPYEAGGEKEQDPRLIPVPANSYFGFSIDSGKGLVRAEELSFVAGAPRANHKGAWI 
LRKDSASRLVPEVMLSGERLTSGFGYSLAVADLNSDGWPDLIVGAPYFFERQEELGGAVY 
VYLNQGGHWAGISPLRLCGSPDSMFGISLAVLGDLNQDGFPDIAVGAPFDGDGKVFIYHG 
SSLGWAKPSQVLEGEAVGIKSFGYSLSGSLDMDGNQYPDLLVGSLADTAVLFRARPILH 
VSHEVSIAPRSIDLEQPNCAGGHSVCVDLRVCFSYIAVPSSYSPTVALDYVLDADTDRRL 
RGQVPRVTFLSRNLEEPKHQASGTVWLKHQHDRVCGDAMFQLQENVKDKLRAIWTLSYS 
LQTPRLRRQAPGQGLPPVAPILNAHQPSTQRAEIHFLKQGCGEDKICQSNLQLVHARFCT 
RVSDTEFQPIjPMDVDGTTALFALSGQPVIGLELMVTNLPSDPAQPQADGDDAHEAQLLVM 
LPDSLHYSGVRALDPAEKPLCLSNENASHVECELGNPMKRGAQVTFYLILSTSGISIETT 
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ELEVELLLATISEQELHPVSARARVFIELPLSIAGMAIPQQLFPSGWRGERAMQSERDV 
GS K V K Y E VTVS NQGQS LRTLGS AFLN I M W P H E I ANG KWLLYPMQVELEGGQGPGQKGLCS 
PRPNILHLDVDSRDRRRRELEPPEQQEPGERQEPSMSWWPVSSAEKKKNITLDCARGTAN 
CWFSCPLYSFDRAAVLHVWGRLWNSTFLEEYSAVKSLEVIVRANITVKSSIKNLMLRDA 

! STVI PVMVYLDPMAWAEGVPWWVI LLAVLAGLLVLALLVLLLWKMGFFKRAKHPPAGGP 

■GCTPHPGC 

. _ .... 

SEQ ID NO: 221 

2709 bp 1 

NOV36r, 
CG56054-19 
DNA Sequence 

i 

GGGCTTGGGGCGTGCGAGATTTCCCTTGCATTCGCTGGGAGCTCGCGCAGGGATCGTCCC 

ATGGCCGGGGCTCGGAGCCGCGACCCTTGGGGGGCCTCCGGGATTTGCTACCTTTTTGGC 
TCCCTGCTCGTCGAACTGCTCTTCTCACGGGCTGTCGCCTTCAATCTGGACGTGATGGGT 
GCCTTGCGCAAGGAGGGCGAGCCAGGCAGCCTCTTCGGCTTCTCTGTGGCCCTGCACCGG 
CAGTTGCAGCCCCGACCCCAGAGCTGGCTGCTGGTGGGTGCTCCCCAGGCCCTGGCTCTT 
CCTGGGCAGCAGGCGAATCGCACTGGAGGCCTCTTCGCTTGCCCGTTGAGCCTGGAGGAG 
ACTGACTGCTACAGAGTGGACATCGACCAGGGAGCTGATATGCAAAAGGAAAGCAAGGAG 
AACCAGTGGTTGGGAGTCAGTGTTCGGAGCCAGGGGCCTGGGGGCAAGATTGTTACCTGT 
GCACACCGATATGAGGCAAGGCAGCGAGTGGACCAGATCCTGGAGACGCGGGATATGATT 
GGTCGCTGCTTTGTGCTCA6CCAGGACCTGGCCATCCGGGATGAGTTGGATGGTGGGGAA 
TGGAAGTTCTGTGAGGGACGCCCCCAAGGCCATGAACAATTTGGGTTCTGCCAGCAGGGC 
ACAGCTGCCGCCTTCTCCCCTGATAGCCACTACCTCCTCTTTGGGGCCCCAGGAACCTAT 
AATTGGAAGGGGTTGCTTTTTGTGACCAACATTGATAGCTCAGACCCCGACCAGCTGGTG 
TATAAAACTTTGGACCCTGCTGACCGGCTCCCAGGACCAGCCGGAGACTTGGCCCTCAAT 
AGCTACTTAGGCTTCTCTATTGACTCGGGGAAAGGTCTGGTGCGTGCAGAAGAGCTGAGC 
TTTGTGGCTGGAGCCCCCCGCGCCAACCACAAGGGTGCTGTGGTCATCCTGCGCAAGGAC 
AG CG CC AGT CG CCTGGTGC C CG AGGTT ATG CTGTC TG GGG AGCG CCTG AC CT C CGG CTT T 
GGCTACTCACTGGCTGTGGCTGACCTCAACAGTGATGGCTGGCCAGACCTGATAGTGGGT 
GCCCCCTACTTCTTTGAGCGCCAAGAAGAGCTGGGGGGTGCTGTGTATGTGTACTTGAAC 
CAGGGGGGTCACTGGGCTGGGATCTCCCCTCTCCGGCTCTGCGGCTCCCCTGACTCCATG 
TTCGGGATCAGCCTGGCTGTCCTGGGGGACCTCAACCAAGATGGCTTTCCAGATATTGCA 
GTGGGTGCCCCCTTTGATGGTGATGGGAAAGTCTTCATCTACCATGGGAGCAGCCTGGGG 
GTTGTCGCCAAACCTTCACAGGTGCTGGAGGGCGAGGCTGTGGGCATCAAGAGCTTCGGC 
TACTCCCTGTCAGGCAGCTTGGATATGGATGGGAACCAATACCCTGACCTGCTGGTGGGC 
TCCCTGGCTGACACCGCAGTGCTCTTCAGGGCCAGACCCATCCTCCATGTCTCCCATGAG 
GTCTCTATTGCTCCACGAAGCATCGACCTGGAGCAGCCCAACTGTGCTGGCGGCCACTCG 
GTCTGTGTGG ACCT AAG G GT CTGTTT C AG CT ACATT G C AGT CCC C AG C AG CT AT AG C C CT 
ACTGTGGCCCTGGACTATGTGTTAG ATG CGGACAC AG ACCGGAGGCTCCGGGGCC AGGTT 
CCCCGTGTGACGTTCCTGAGCCGTAACCTGGAAGAACCCAAGCACCAGGCCTCGGGCACC 
GTGTGGCTGAAGCACCAGCATGACCGAGTCTGTGGAGACGCCATGTTCCAGCTCCAGGAA 
AATGTCAAAGACAAGCTTCGGGCCATTGTAGTGACCTTGTCCTACAGTCTCCAGACCCCT 
CGGCTCCGGCGACAGGCTCCTGGCCAGGGGCTGCCTCCAGGGCCTGGGCAGAAAGGGCTT 
TGCTCTCCCAGGCCCAACATCCTCCACCTGGATGTGGACAGTAGGGATAGGAGGCGGCGG 
GAGCTGGAGCCACCTGAGCAGCAGGAGCCTGGTGAGCGGCAGGAGCCCAGCATGTCCTGG 
TGGCCAGTGTCCTCTGCTGAGAAGAAGAAAAACATCACCCTGGACTGCGCCCGGGGCACG 
GCCAACTGTGTGGTGTTCAGCTGCCCACTCTACAGCTTTGACCGCGCGGCTGTGCTGCAT 
GTCTGGGGCCGTCTCTGGAACAGCACCTTTCTGGAGGAGTACTCAGCTGTGAAGTCCCTG 
GAAGTGATTGTCCGGGCCAACATCACAGTGAAGTCCTCCATAAAGAACTTGATGCTCCGA 
GATGCCTCCACAGTGATCCCAGTGATGGTATACTTGGACCCCATGGCTGTGGTGGCAGAA 
GGAGTGCCCTGGTGGGTCATCCTCCTGGCTGTACTGGCTGGGCTGCTGGTGCTAGCACTG 
CTGGTGCTGCTCCTGTGGAAGATGGGATTCTTCAAACGGGCGAAGCACCCCGAGGCCACC 
GTGCCCCAGTACCATGCGGTGAAGATTCCTCGGGAAGACCGACAGCAGTTCAAGGAGGAG 
AAGACGGGCACCATCCTGAGGAACAACTGGGGCAGCCCCCGGCGGGAGGGCCCGGATGCA 
CACCCCATCCTGGCTGCTGACGGGCATCCCGAGCTGGGCCCCGATGGGCATCCAGGGCCA 
GGCACCGCCTAGGTTCCCATGTCCCAGCCTGGCCTGTGGCTGCCCTCCATCCCTTCCCCA 

GAGATGGCT 

0i^*¥t^t:XfG at 6 F * J~' |ORF Stop: TAG at* 26*50 


SEQ ID NO: 222 |863 aa |M W at 94348.4RD 

NOV36r, 
CG56054-19 

MAGARSRDPWGASGICYLFGSLLVELLFSRAVAFNLDVMGALRKEGEPGSLFGFSVALHR 
QLQPRPQSWLLVGAPQALALPGQQANRTGGLFACPLSLEETDCYRVDIDQGADMQKESKE 
NQWLGVS VRSQGPGGKI VTCAHRYEARQRVDQI LETRDM IGRCFVLSQDLAIRDELDGGE 
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Protein 
Sequence 


WKFCEGRPQGHEQFGFCQQGTAAAFSPDSHYLLFGAPGTYNWKGLLFVTNIDSSDPDQLV 
YKTLDPADRLPGPAGDLALNSYLGFSIDSGKGLVRAEELSFVAGAPRANHKGAWILRKD 
SASRLVPEVMLSGERLTSGFGYSLAVADLNSDGWPDLIVGAPYFFERQEELGGAVYVYLN 
QGGHWAGISPLRLCGSPDSMFGISLAVLGDLNQDGFPDIAVGAPFDGDGKVFIYHGSSLG 
WAKPSQVLEG E AVG I KS FGYS LS GSLDMDGNQY P DLLVGSLADTAVLFRARP I LHVSHE 
VSIAPRSIDLEQPNCAGGHSVCVDLRVCFSYIAVPSSYSPTVALDYVLDADTDRRLRGQV 
PRVTFLSRNLEEPKHQASGTVWLKHQHDRVCGDAM FQLQENVKDKLRAI WTLSYSLQTP 
RLRRQAPGQGLPPGPGQKGLCSPRPNILHLDVDSRDRRRRELEPPEQQEPGERQEPSMSW 
WPVSSAEKKKNITLDCARGTANCWFSCPLYSFDRAAVLHVWGRLWNSTFLEEYSAVKSL 
EVI VRANITVKSS I KNLMLRDASTVI PVMVYLDPMAWAEGVPWWVI LLAVLAGLLVLAL 
LVLLLWKMGFFKRAKHPEATVPQYHAVKIPREDRQQFKEEKTGTILRNNWGSPRREGPDA 
HPILAADGHPELGPDGHPGPGTA 


jSEQIDNO:223 


4031 bp 


I 


NOV36s. 
CG56054-02 
DNA Sequence 


.•GGAGCGGCGGGCGGGCGGGAGGGCTGGCGGGGCGAACGTCTGGGAGACGTCTGAAAGACC 


AACGAGACTTTGGAGACCAGAGACGCGCCTGGGGGGACCTGGGGCTTGGGGCGTGCGAGA 


TTTCCCTTGCATTCGCTGGGAGCTCGCGCAGGGATCGTCCCATGGCCGGGGCTCGGAGCC 


GCGACCCTTGGGGGGCCTCCGGGATTTGCTACCTTTTTGGCTCCCTGCTCGTCGAACTGC 
TCTTCTCACGGGCTGTCGCCTTCAATCTGGACGTGATGGGTGCCTTGCGCAAGGAGGGCG 
AGCCAGGCAGCCTCTTCGGCTTCTCTGTGGCCCTGCACCGGCAGTTGCAGCCCCGACCCC 
AGAGCTGGCTGCTGGTGGGTGCTCCCCAGGCCCTGGCTCTTCCTGGGCAGCAGGCGAATC 
GCACTGGAGGCCTCTTCGCTTGCCCGTTGAGCCTGGAGGAGACTGACTGCTACAGAGTGG 
AC ATCG AC CAGGG AG CTG AT ATG C AAAAGG AAAG C AAG G AG AACC AGTGG TTGG G AGT C A 
GTGTTCGGAGCCAGGGGCCTGGGGGCAAGATTGTTACCTGTGCACACCGATATGAGGCAA 
GGCAGCGAGTGGACCAGATCCTGGAGACGCGGGATATGATTGGTCGCTGCTTTGTGCTCA 
GCCAGGACCTGGCCATCCGGGATGAGTTGGATGGTGGGGAATGGAAGTTCTGTGAGGGAC 
GCCCCCAAGGCCATGAACAATTTGGGTTCTGCCAGCAGGGCACAGCTGCCGCCTTCTCCC 
CTGATAGCCACTACCTCCTCTTTGGGGCCCCAGGAACCTATAATTGGAAGGGGTTGCTTT 
■TTGTGACCAACATTGATAGCTCAGACCCCGACCAGCTGGTGTATAAAACTTTGGACCCTG 
,CTGACCGGCTCCCAGGACCAGCCGGAGACTTGGCCCTCAATAGCTACTTAGGCTTCTCTA 
TTGACTCGGGGAAAGGTCTGGTGCGTGCAGAAGAGCTGAGCTTTGTGGCTGGAGCCCCCC 
GCGCCAACCACAAGGGTGCTGTGGTTATCCTGCGCAAGGACAGCGCCAGTCGCCTGGTGC 
CCGAGGTTATGCTGTCTGGGGAGCGCCTGACCTCCGGCTTTGGCTACTCACTGGCTGTGG 
! CTGACCTCAACAGTGATGGCTGGCCAGACCTGATAGTGGGTGCCCCCTACTTCTTTGAGC 
GCCAAGAAGAGCTGGGGGGTGCTGTGTATGTGTACTTGAACCAGGGGGGTCACTGGGCTG 
GGATCTCCCCTCTCCGGCTCTGCGGCTCCCCTGACTCCATGTTCGGGATCAGCCTGGCTG 
jTCCTGGGGGACCTCAACCAAGATGGCTTTCCAGATATTGCAGTGGGTGCCCCCTTTGATG 
GTGATGGGAAAGTCTTCATCTACCATGGGAGCAGCCTGGGGGTTGTCGCCAAACCTTCAC 
AGGTGCTGGAGGGCGAGGCTGTGGGCATCAAGAGCTTCGGCTACTCCCTGTCAGGCAGCT 
TGGATATGGATGGGAACCAATACCCTGACCTGCTGGTGGGCTCCCTGGCTGACACCGCAG 
TGCTCTTCAGGGCCAGACCCATCCTCCATGTCTCCCATGAGGTCTCTATTGCTCCACGAA 
'GCATCGACCTGGAGCAGCCCAACTGTGCTGGCGGCCACTCGGTCTGTGTGGACCTAAGGG 
jTCTGTTTCAGCTACATTGCAGTCCCCAGCAGCTATAGCCCTACTGTGGCCCTGGACTATG 
|TGTTAGATGCGGACACAGACCGGAGGCTCCGGGGCCAGGTTCCCCGTGTGACGTTCCTGA 
iGCCGTAACCTGGAAGAACCCAAGCACCAGGCCTCGGGCACCGTGTGGCTGAAGCACCAGC 
JATGACCGAGTCTGTGGAGACGCCATGTTCCAGCTCCAGGAAAATGTCAAAGACAAGCTTC 
jGGGCCATTGTAGTGACCTTGTCCTACAGTCTCCAGACCCCTCGGCTCCGGCGACAGGCTC 
CTGGCCAGGGGCTGCCTCCAGTGGCCCCCATCCTCAATGCCCACCAGCCCAGCACCCAGC 
GGGCAGAGATCCACTTCCTGAAGCAAGGCTGTGGTGAAGACAAGATCTGCCAGAGCAATC 
TGCAGCTGGTCCACGCCCGCTTCTGTACCCGGGTCAGCGACACGGAATTCCAACCTCTGC 
CCATGGATGTGGATGGAACAACAGCCCTGTTTGCACTGAGTGGGCAGCCAGTCATTGGCC 
TGGAGCTGATGGTCACCAACCTGCCATCGGACCCAGCCCAGCCCCAGGCTGATGGGGATG 
ATGCCCATGAAGCCCAGCTCCTGGTCATGCTTCCTGACTCACTGCACTACTCAGGGGTCC 
GGGCCCTGGACCCTGCGGAGAAGCCACTCTGCCTGTCCAATGAGAATGCCTCCCATGTTG 
AGTGTGAGCTGGGGAACCCCATGAAGAGAGGTGCCCAGGTCACCTTCTACCTCATCCTTA 
GCACCTCCGGGATCAGCATTGAGACCACGGAACTGGAGGTAGAGCTGCTGTTGGCCACGA 
TCAGTGAGCAGGAGCTGCATCCAGTCTCTGCACGAGCCCGTGTCTTCATTGAGCTGCCAC 
TGTCCATTGCAGGAATGGCCATTCCCCAGCAACTCTTCTTCTCTGGTGTGGTGAGGGGCG 
AGAGAGCCATGCAGTCTGAGCGGGATGTGGGCAGCAAGGTCAAGTATGAGGTCACGGTTT 
CCAACCAAGGCCAGTCGCTCAGAACCCTGGGCTCTGCCTTCCTCAACATCATGTGGCCTC 
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ATGAGATTGCCAATGGGAAGTGGTTGCTGTACCCAATGCAGGTTGAGCTGGAGGGCGGGC 
AGGGGCCTGGGCAGAAAGGGCTTTGCTCTCCCAGGCCCAACATCCTCCACCTGGATGTGG 
ACAGTAGGGATAGGAGGCGGCGGGAGCTGGAGCCACCTGAGCAGCAGGAGCCTGGTGAGC 
GGCAGGAGCCCAGCATGTCCTGGTGGCCAGTGTCCTCTGCTGAGAAGAAGAAAAACATCA 
CCCTGGACTGCGCCCGGGGCACGGCCAACTGTGTGGTGTTCAGCTGCCCACTCTACAGCT 
TTGACCGCGCGGCTGTGCTGCATGTCTGGGGCCGTCTCTGGAACAGCACCTTTCTGGAGG 
; AGTACTCAGCTGTGAAGTCCCTGGAAGTGATTGTCCGGGCCAACATCACAGTGAAGTCCT 
iCCATAAAGAACTTGATGCTCCGAGATGCCTCCACAGTGATCCCAGTGATGGTATACTTGG 
ACCCCATGGCTGTGGTGGCAGAAGGAGTGCCCTGGTGGGTCATCCTCCTGGCTGTACTGG 
CTGGGCTGCTGGTGCTAGCACTGCTGGTGCTGCTCCTGTGGAAGATGGGATTCTTCAAAC 
GGGCGAAGCACCCCGAGGCCACCGTGCCCCAGTACCATGCGGTGAAAATTCCTCGGGAAG 
ACCG A C AG C AGTT C AAGG AGG AG AAG ACG GG C ACC AT C CTG AGG AAC AAC TGGG G C AGCC 
CCCATCCTGGCTGGGCCCCGATGGGCATCCAGGGCCAGGCACCGCCTAGGTTCCCATGTC 
CCAGCCTGGCCTGTGGCTGCCCTCCATCCCTTCCCCAGAGATGGCTCCTTGGGATGAAGA 
GGGTAGAGTGGGCTGCTGGTGTCGCATCAAGATTTGGCAGGATCGGCTTCCTCAGGGCAC 
AGACCTCTCCCCCCACAAGAACTCCTCCCACCCAACTTCCCCTTAGAGTGCTGTGAGATG 
j AGAGTGGGTAAATCAGGGACAGGGCCATGGGGTAGGGTGAGAAGGGCAGGGGTGTCCTGA 
j TGCAAAGGTGGGGAGAAGGGATCCTAATCCCTTCCTCTCCCATTCACCCTGTGTAACAGG 
ACCCCAAGGACCTGCCTCCCCGGAAGTGCCTTAACCTAGAGGGTCGGGGAGGAGGTTGTG 
TCACTGACTCAGGCTGCTCCTTCTCTAGTTTCCCCTCTCATCTGACCTTAGTTTGCTGCC 
| ATCAGTCTAGTGGTTTCGTGGTTTCGTCTATTTATTAAAAAATATTTGAGAACAAAAAAA 

;aaaaaaaaaaa 


SEQ ID NO: 224 


|NOV36s, 
JCG56054-02 
iProtein Sequence 


ORF Start: ATGat 162 


T 


1184 aa 


jORF Stop: TGA at 3714 
lMw7tlY966a8kD 


MAGARSRDPWGASGICYLFGSLLVELLFSRAVAFNLDVMGALRKEGEPGSLFGFSVALHR 
QLQPRPQSWLLVGAPQALALPGQQANRTGGLFACPLSLEETDCYRVDIDQGADMQKESKE 
NQWLGVSVRSQGPGGKIVTCAHRYEARQRVDQILETRDMIGRCFVLSQDLAIRDELDGGE 
WKFCEGRPQGHEQFGFCQQGTAAAFSPDSHYLLFGAPGTYNWKGLLFVTNIDSSDPDQLV 
YKTLDPADRLPGPAGDLALNSYLGFSIDSGKGLVRAEELSFVAGAPRANHKGAWILRKD 
SASRLVPEVMLSGERLTSGFGYSLAVADLNSDGWPDLIVGAPYFFERQEELGGAVYVYLN 
QGGHWAGISPLRLCGSPDSMFGISLAVLGDLNQDGFPDIAVGAPFDGDGKVFIYHGSSLG 
WAKPSQVLEGEAVGIKSFGYSLSGSLDMDGNQYPDLLVGSLADTAVLFRARPILHVSHE 
VSIAPRSIDLEQPNCAGGHSVCVDLRVCFSYIAVPSSYSPTVALDYVLDADTDRRLRGQV 
PRVTFLSRNLEEPKHQASGTVWLKHQHDRVCGDAMFQLQENVKDKLRAIWTLSYSLQTP 
RLRRQAPGQGLPPVAPILNAHQPSTQRAEIHFLKQGCGEDKICQSNLQLVHARFCTRVSD 
TEFQPLPMDVDGTTALFALSGQPVIGLELMVTNLPSDPAQPQADGDDAHEAQLLVMLPDS 
(LHYSGVRALDPAEKPLCLSNENASHVECELGNPMKRGAQVTFYLILSTSGISIETTELEV 
•ELLIjATISEQELHPVSARARVFIELPLSIAGMAIPQQLFFSGWRGERAMQSERDVGSKV 
KYEVTVSNQGQSLRTLGSAFLNIMWPHEIANGKWLLYPMQVELEGGQGPGQKGLCSPRPN 
ILHLDVDSRDRRRRELEPPEQQEPGERQEPSMSWW.PVSSAEKKKNITLDCARGTANCWF 
SCPLYSFDRAAVLHVWGRLWNSTFLEEYSAVKSLEVIVRANITVKSSIKNLMLRDASTVI 
PVMVYLDPMAWAEGVPWV7VILLAVLAGLLVLALLVLLLWKMGFFKRAKHPEATVPQYHA 
VKIPREDRQQFKEEKTGTILRNNWGSPHPGWAPMGIQGQAPPRFPCPSLACGCPPSLPQR 
WLLGMKRVEWA AGVASR FG RIGF LRAQTSPPTRTPPTQLPLRVIi ^ ^ 

Sequence comparison of the above protein sequences yields the following sequence 
relationships shown in Table 36B. 


| Table 36B. Comparison of NOV36a against NOV36b through NOV36s. 

t 

j Protein Sequence 

NOV36a Residues/ 

Identities/ 

Match Residues 

Similarities for the Matched Region 

jNOV36b 

1..607 

590/607 (97%) 


1..607 

591/607(97%) 
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NOV36c 

1..439 1423/439(96%) 
1..439 j 424/439 (96%) 

NOV36d 

1 ..142 

1 i /to 
1..I42 

j 129/142 (90%) 
j liy/142 (yv/o) 

NOV36e 

I. .64 
i ..t>4 

[64/64(100%) 
J 64/64 ( 1 \j[) /o) 

NOV36f 

1.1 13 

84/113 (74%) 
oO/l 13 (/ jto) 

NOV36g 

1..395 

382/395 (96%) 

NOV36h 

1..276 
I..ZOJ 

225/286 (78%) 
23 J/Z56 (SU%) 

NOV36I 

1..1079 

963/1089 (88%) 

Q/CO/1AOO /OQ0/\ 

NOV36J 

i 

1..128 

i .. !Zo 

115/128 (89%) 

1 t C/IOO /©A0/\ 

NOV36k 

I. .1076 

1 1 (VI & 

997/1076 (92%) 
yy //iu/o (yzyo) 

NOV361 
NOV36m 

1..1079 

1 1 (Y7Q 
\.A\J (y 

991/1079 (91%) 

007/1 mo /o 1 0/ \ 
yyjl i\J fy {yi /o) 

1-1 137 

1011/1147(88%) 

1U 1 J/ 1 IH 1 [ho /o) 

NOV36n 

1..607 
1..61 1 

562/617(91%) 
567/617 (91%^ 

NOV36o 

i 
i 

1..439 
1..443 

395/449 (87%) 
400/449 (88%) 

NOV36p 

1..395 
1..399 

354/405 (87%) 
358/405 (87%) 

NOV36q 

1-1076 
1..1080 

969/1086 (89%) 
973/1086 (89%) 

NOV36r 

1..606 
1..606 

593/606 (97%) 
593/606 (97%) 

NOV36s 

I..1137 
1..1130 

1039/1137(91%) 
1039/1137 (91%) 


Further analysis of the NOV36a protein yielded the following properties shown in 
Table 36C. 


Table 36C Protein Sequence Properties NOV36a 
PSoit analysis: 


0.4600 probability located in plasma membrane; 0.1363 probability located in 
microbody (peroxisome); 0.1000 probability located in endoplasmic reticulum 
(membrane); 0.1000 probability located in endoplasmic reticulum (lumen) 
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j SignalP analysis: Cleavage site between residues 34 and 35 


A search of the NOV36a protein against the Geneseq database, a proprietary 
database that contains sequences published in patents and patent publication, yielded several 
homologous proteins shown in Table 36D. 


Table 36D. Geneseq Results for NOV36a 

Geneseq 
Identifier 

i 

Protein/Organisin/Length 
(Patent #, Date] 

NOV36a 
Residues/ 
Match 
Residues 

Identities/ 
Similarities for the 
Matched Region 

Expect 
Value 

) 

AAB36936 

Integrin alpha chain 7 - 
Homo sapiens, 1 137 aa. 
[WO200066628-Al,09- 
NOV-2000] 

I ..1137 
1..1J37 

1137/1137(100%) 
1137/1137(100%) 

jo.o 

AAU290S3 

Human PRO polypeptide 
sequence #60 - Homo 
sapiens. 1141 aa. 
[WO20016884S-A2, 20- 
SEP-2001] 

1..1137 
1..1141 

1109/1147 (96%) 
1113/1147 (96%) 

0.0 

AAB44308 

i 

Human PR0768 (UNQ406) 
protein sequence SEQ ID 
NO:437 - Homo sapiens, 
1141 aa. [WO200053756- 
A2 7 14-SEP-2000] 

1..1137 
I..1141 

1109/1147 (96%) 
1113/1147(96%) 

o.o - 

AAY41752 

Human PR076S protein 
sequence - Homo sapiens, \ 
1141 aa. [W09946281-A2, 
16-SEP-1999] 

1..1137 
1..1141 

1109/1147(96%) 
1133/1147(96%) 

0.0 

AAB94058 

Human protein sequence 
SEQ ID NO:14232-//om0 
sapiens, 973 aa. 
[EP1074617-A2, 07-FEB- 
2001] 

159..1137 
1..973 

J 

970/979 (99%) 
971/979(99%) 

0.0 


In a BLAST search of public sequence clatbases, the NOV36a protein was found to 
have homology to the proteins shown in the BLASTP data in Table 36E. 


Table 36E. Public BLASTP Results for NOV36a 


1 


j Protein 
I Accession 
i Number 

i 

Protein/Organism/Lengtli 

NOV36a 
Residues/ 
Match 
Residues 

i Identities/ 
! Similarities for the 
Matched Portion 

Expect 
Value 

JC5950 

i 

integrin alpha-7 chain 
precursor - human, 1 137 aa. 

1..1137 
1..1137 

1137/1137(100%) 
1137/1137(100%) 

0.0 
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Q13683 

Integrin aIpha-7 precursor - 
Homo sapiens (Human). 
1 181 aa 

i i o j act. 

1 ..1137 
L.1181 

1137/1181 (96%) 
1137/1181 (96%) 

0.0 

161186 

alpha-7 integrin - mouse, 
1135 aa. 

14..1137 
14.. 1135 

985/1124 (87%) 
1046/1124 (92%) 

0.0 

Q61738 


Integrin aIpha-7 precursor - 
Mas mitscitlus (Mouse), 1 179 
aa. 

14.. 1137 
14.. 1179 

985/1168(84%) 
1046/1168 (89%) 

0.0 

Q63258 

i 

Integrin alpha-7 (H36- 
alpha7) - Rattus norvegicits 
(Rat), 1106 aa. 

34..1137 
1..1106 ; 

922/1110(83%) 
981/1110(88%) 

0.0 


PFam analysis predicts that the NOV36a protein contains the domains shown in 
Table 36F. 


Table 36F. Domain Analysis of NOV36a 

i 

1 

i 

Pfam Domain j NOV36a Match Region 

Identities/ 
Similarities 
for the Matched 
Region 

j 20/67 (30%) 
48/67 (72%) 

Expect Value 
6.le-ll 

FG-GAP 

49.. 114 

FG-GAP 

! 

260..317 

20/66 (30%) 
42/66 (64%) 

5.4e-06 

FG-GAP 

j 

318..377 

26/65 (40%) 
49/65 (75%) 

1.3e-14 

FG-GAP 

37S..435 j 30/67 (45%) 

: 51/67 (76%) 

2.2e-18 

FG-GAP 

j 

436..4S9 1 

20/66 (30%) 
42/66 (64%) 

6.1e-08 

integrin A j 1061. .1075 
I 

7/15(47%) 
14/35 (93%) 

0.0074 


Example 37. 


The NOV37 clone was analyzed, and the nucleotide and encoded polypeptide 
5 sequences are shown in Table 37 A. 

Ta ble 37A. WOV37 jeo^nc^na^sis * " ' 

" ggSJ D jNQy? 2 5 14096 bp T 

ATCTGTTTTATTTATTTCTGTTAATTTCCAATAGTATAATTTGACATGCATTTCTGT^T 
GTCTTTTCAGGTGCCATTTGGATTGTACTTTAGTGGCACGA TGTACTCTGAGTGGAGGTC 
ACTGCATTTGGTGATTCAGAATGATCAAGGCCATACCAGTGTGCTGCACAGCTATCCAGA 
GAGCGTTGGACGAGAGGTGGCAAATGCTGTAGTCCGTCCTCTTGGGCAGGTGTTAGGTAC 


N6V37aT" 
CG88634-01 
DNA Sequence 
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Jggaagtaatttgctatggactgacccttccattggatggagagactgtaaaatattgcgt 
tgatgtatatacagactggattatggctttagtgttgccaaaagattctattccattgcc 
agttattaaagagcctaatcaatatgttcaaactatactaaaacacctacagaatctttt 
itgtaccaagacaggaacagggttccagtcagattcgactatgcttacaggtcctgagagc 
jcattcagaaactggcccgtgagtcatctctcatggcccgagaaacttgggaagtcttact 
;gttgtttcttctgcagattaacgacatacttctggccccaccaactgttcaaggtttgat 
;tgctgagaatctagcagagaagttgattggtgttctctttgaggtgtggttactagcttg 
tactcggtgcttcccaacacctccttattggaaaacagccaaggagatggtggctaactg 
gaggcatcacccagcagtggtggagcagtggagcaaggtcatttgtgcactcacttccag 
gttactacgctttacatatggtccttcatttcctgcatttaaagttcccgatgaagatgc 
c agtctg atcc c t c c ag aaatgg at aatg agtgtgttg c ac ag a c atggttt c g cttttt 

ACACATGTTAAGTAATCCTGTGGATTTGAGTAACCCAGCTATTATAAGCTCTACTCCCAA 

atttcaggaacagttcttgaatgtgagcggaatgccgcaagaattgaatcagtatccctg 
ccttaaacatctgcctcaaatattttttcgtgccatgcgtggaatcagctgtctggtgga 
tgcattcttaggtatttctagaccccgatcagacagtgctcccccaacacccgtgaatag 
:attaagtatgcctcaaagtgctgctgtcagtaccacccccccacataaccggaggcaccg 
Iggctgttactgtgaataaggccaccatgaagacaagcacagttagtactgctcatgcctc 

TAAAGTTCAGCACCAGACGTCCTCCACCTCTCCTCTGTCAAGTCCAAATCAGACTAGTTC 
AGAACCCCGGCCACTGCCTGCCCCTCGGAGACCAAAGGTTAACAGCATCTTGAATCTCTT 
TGGATCATGGTTATTTGATGCAGCATTTGTTATGGAGTTTCGACGGAAAGGGTCACAAAT 
iGTCCACAGACACCATGGTTTCCAATCCTATGTTTGATGCAAGTGAATTTCCTGATAACTA 
I TGAAGCAGGAAGAGCTGAGGCTTGTGGGACACTGTGTAGGATTTTTTGTAG C AAGAAGAC 
TGGAGAAGAGATTCTGCCAGCTTATTTATCCAGATTTTACATGCTTTTAATTCAAGGTTT 
GCAGATAAATGATTATGTGTGCCATCCTGTCTTGGCCAGCGTTATTCTAAACTCTCCTCC 
TTTGTTCTGCTGTGACTTGAAAGGGATTGATGTTGTGGTTCCTTACTTTATTTCAGCTCT 
TGAAACCATTTTGCCTGACAGGAGAGAACTCTCAAAATTCAAAAGCTATGTAAATCCAAC 
AGAATTGCGAAGATCCTCCATTAATATCCTGCTTTCTTTGTTGCCCCTCCCTCATCATTT 
■TGGCACAGTCAAATCTGAGTCTTATGATAAACCAATAACTTTTCTGTCCCTGAAGTTGAG 
ACTTGTGAATATATTAATAGGTGCCTTGCAAACTGAAACGGACCCCAACAACACCCAAAT 
GATATTAGGTGATTCAGCTGCTGGGCTCCTGATTCGCAGCATTCATCTCGTCACCCAAAG 
ACTCAACTCCCAGTGGCGCCAAGACATGAGCATATCACTGGCAGCTCTAGAGCTCCTCTC 
TGGC CTTGC AAAGGTG AG G AAG AC AG ACT C AG GAG AC CGG AAG C GAG C CAT C AGTTCTGT 
GTGCACCTACATTGTTTATCAGTGTAGTCGGCCAGCTCCTTTACACTCCAGGGATCTGCA 
CTCCATGATAGTGGCAGCTTTTCAGTGTCTCTGTGTCTGGCTGACAGAGCACCCTGATAT 
G CTTG ATG AAAAGG ACT G C CTT AAGG AAG T ACTG G AG ATTGT G G AA CTG GGT AT CT C AGG 
AAGTAAGTCCAAGAACAATGAGCAAGAGGTCAAGTACAAAGGAGATAAGGAGCCAAACCC 
TGCATCTATGAGGGTAAAGGATGCTGCTGAAGCCACCCTAACATCCATTCTCCATAGCAT 
TGGCGCATTTCCTTCACCTAGTGGTCCTGCCTCTCCTTGTAGTCTTGTGAATGAGACCAC 
TTTGATTAAATACTCCAGGCTGCCAACCATAAACAAGCATAGTTTCCGGTACTTTGTCTT 
GGATAACAGTGTCATCCTGGCAATGCTGGAACAACCTCTTGGAAATGAGCAGAATGATTT 
TTTCCCCTCTGTCACTGTGCTGGTCCGGGGAATGTCTGGAAGACTTGCTTGGGCACAACA 
'GCTTTGTCTTTTACCCAGAGGAGCAAAAGCAAATCAGAAGCTTTTTGTACCTGAACCTCG 
. C CC AGT T C CT AAAAAT G ACGTTG G ATTT AAAT ATT CTGTG AAAC AT CG G C C ATTT C CTG A 
AGAGGTGGACAAGATTCCTTTTGTGAAAGCAGATCTCAGCATTCCAGATTTGCATGAAAT 
iAGTCACTGAAGAATTAGAAGAGAGACACGAAAAATTAAGGAGTGGCATGGCCCAGCAGAT 
STGCTTATGAAATACACCTTGAGCAACAGAGTGAGGAGGAATTGCAGAAGAGAAGTTTTCC 
ITGACCCAGTTACGGATTGCAAGCCCCCGCCTCCTGCCCAGGAATTCCAAACAGCCCGCCT 
TTTTCTCTCACACTTTGGATTTTTGTCCTTAGAAGCACTGAAGGAACCTGCAAATAGTCG 
TCTACCTCCTCACCTTATTGCACTTGATTCCACGATACCTGGATTTTTTGATGACATTGG 
GTATCTGGATCTCTTGCCATGTCGTCCTTTTGACACAGTTTTTATTTTCTATATGAAGCC 
AGGTCAGAAAACGAACCAAGAGATTTTAAAGAATGTGGAGTCTTCCAGAACTGTTCAGCC 
ACATTTCCTAGAATTTTTGCTTTCCCTTGGCTGGTCAGTAGATGTGGGCAGACACCCTGG 
.TTGGACTGGGCATGTTTCTACCAGTTGGTCTATTAATTGTTGTGATGATGGTGAAGGATC 
TCAACAAGAAGTGATTTCCTCTGAAGATATTGGAGCTAGCATTTTCAATGGACAGAAGAA 
IGGTGCTGTATTATGCTGATGCCCTTACAGAAATTGCTTTTGTGGTTCCTTCTCCTGTGGA 
GTCCTTAACTGATTCATTGGAAAGTAACATCTCGGACCAAGATAGTGATTCAAATATGGA 

;tcttatgccaggaattctgaaacagccatccctgacacttgagcttttccccaatcatac 

AGACAATCTTAATTCCTCACAGAGGCTCAGTCCCAGTTCCAGAATGAGGAAGCTGCCTCA 

gggtcgccctgttcctccccttggacctgagacaagagtttctgtagtctgggtggaacg 

.CTATGATGATATAGAAAACTTTCCCCTCTCJ^A^TGATGACAGAG ATCAG TACTGGTGT 
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GGAAACTACTGCAAATAGTAGCACTTCACTGAGATCTACAACTCTTGAAAAAGAAGTTCC 
TGTCATCTTCATCCACCCTTTAAACACTGGATTATTCCGGATAAAAATTCAAGGAGCCAC 
TGGAAAATTTAATATGGTCATCCCTCTTGTGGATGGGATGATTGTCAGCAGGCGAGCTCT 
TGGC TTTC TGGTGAGG „ 

ORF Start: ATGaf 101 


NOV37a, 
CG88634-01 
Protein Sequence 


SEQIDNO: 226 


fl332 


aa 


|ORF Stop: end of sequence 
^5^aTT49666.8kD " 


MYSEWRSLHLVIQNDQGHTSVLHSYPESVGREVANAWRPLGQVLGTPSVAGSENLLKTD 
KEVKWTMEVICYGLTLPLDGETVKYCVDVYTDWIMALVLPKDSIPLPVIKEPNQYVQTIL 
KHLQNLFVPRQEQGSSQIRLCLQVLRAIQKLARESSLMARETWEVLLLFLLQINDILLAP 
PTVQGLIAENLAEKLIGVLFEVWLLACTRCFPTPPYWKTAKEMVANWRHHPAWEQWSKV 
ICALTSRLLRFTYGPSFPAFKVPDEDASLIPPEMDNECVAQTWFRFLHMLSNPVDLSNPA 
IISSTPKFQEQFLNVSGMPQELNQYPCLKHLPQIFFRAMRGISCLVDAFLGISRPRSDSA 
P PTPVNRLSM PQS AAVSTTP PHNRRHRAVTVNKATM KTSTVS TAH AS KVQHQTS STS PLS 
SPNQTSSEPRPLPAPRRPKVNSILNLFGSWLFDAAFVMEFRRKGSQMSTDTMVSNPMFDA 
SEFPDNYEAGRAEACGTLCRIFCSKKTGEEILPAYLSRFYMLLIQGLQINDYVCHPVLAS 

vilnspplfccdlkgidvwpyfisaletilpdrrelskfksyvnptelrrssinillsl 
lplphhfgtvksesydkpitflslklrlvniligalqtetdpnntqmilgdsaagllirs 
ihlvtqrlnsqwrqdmsislaalellsglakvrktdsgdrkraissvctyivyqcsrpap 
lhsrdlhsmivaafqclcvwltehpdmldekdclkevlieivelgisgsksknneqevkyk 
gdkepnpasmrvkdaaeatltsilhsigafpspsgpaspcslvnettlikysrlptinkh 
sfryfvldnsvilamleqplgneqndffpsvtvlvrgmsgrlawaqqlcllprgakanqk 
lfvpeprpvpkndvgfkysvkhrpfpeevdkipfvkadlsipdlheivteeleerheklr 
jsgmaqqiayeihleqqseeelqkrsfpdpvtdckppppaqefqtarlflshfgflsleal 
kepansrlpphlialdstipgffddigylidllpcrpfdtvfifymkpgqktnqeilknve 
;ssrtvqphflefllslgwsvdvgrhpgwtghvstswsinccddgegsqqevissedigas 
jifngqkkvlyyadalteiafwpspvesltdslesnisdqdsdsnmdlmpgilkqpsltii 
•elfpnhtdnlnssqrlspssrmrklpqgrpvpplgpetrvswwveryddienfplselm 
;teistgvettansstslrsttlekevpvifihplntglfrikiqgatgkfnmviplvdgm 

jlVSRRALGFLVR 


Two polymorphic variants of NOV37a have been identified and are shown in Table 
410. Further analysis of the NOV37a protein yielded the following properties shown in 
Table 37B. 


Table 37B. Protein Sequence Properties NOV37a 


PSort analysis: 


SignalP analysis: 


0.7900 probability located in plasma membrane; 0.3500 probability located in 
nucleus; 0.3000 probability located in microbody (peroxisome); 03000 
probability located in Golgi body 


No Known Signal Sequence Predicted 


A search of the NOV37a protein against the Geneseq database, a proprietary 
database that contains sequences published in patents and patent publication, yielded several 
homologous proteins shown in Table 37C. 


Table 37C. Geneseq Results for NOV37a 

Geneseq 
Identifier 

Protein/Organism/Length 
[Patent #, Date) 

NOV37a 
Residues/ 
Match 
Residues 

Identities/ 
Similarities for 
the Matched 
Region 

Expect 
Value 
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AAM39605 

Human polypeptide SEQ ID 
NO 2750 - Homo sapiens, 
515 aa. [WO200153312-A1, 
26-JUL-2001] 

878.. 1332 1 455/456 (99%) 
1..456 ; 455/456 (99%) 

i 
t 

l 

0.0 

AAM41391 

Human polypeptide SEQ ID 
NO 6322 - Ho))io sapiens, 
321 aa. [WO200153312-AI, 
26-JUL-2001] 

1072..1332 

261/262(99%) 

e-147 

ABB58732 

Drosophila melanogaster 
polypeptide SEQ ID NO 
298S - Drosophila 
melanogaster, 1 523 aa. 
[WO200171042-A2, 27- 
SEP-2001] 

1..658 
1..660 

\ 309/705 (43%) 
i 412/705(57%) 

e-141 

AAB43113 

Human ORFX ORF2877 
polypeptide sequence SEQ 
IDNO:5754-/fo//zo 
sapiens, 22 1 aa, 
[WO200058473-A2, 05- 
OCT-2000] 

1171 ..1332 
1 ..162 

162/162(100%) 
162/162(100%) 

3e-87 

AAB41768 

i 
i 

Human ORFX ORF1532 
polypeptide sequence SEQ 
ID NO:3064 - Homo 
sapiens, 128 aa. 
[WO200058473-A2, 05- 
OCT-2000] 

6S3..801 
2..121 

115/120(95%) 
116/120 (95%) 

6e-59 

In a BLAST search of public sequence datbases, the NOV37a protein was found to 
have homology to the proteins shown in the BLASTP data in Table 37D. 

Table 37D. Public BLASTP Results for NOV37a 

i 

Protein 

Accession 

Number 

Protein/Organism/Length 

NOV37a | 
Residues/ \ 
Match \ 
Residues \ 

Identities/ 
Similarities for the 
Matched Portion 

Expect 
Value 

Q9H3X8 

DJ927M24.2 (KIAA1219)- 
Homo sapiens (Human), 
11S8 aa (fragment). 

1 .1 169 
1..1188 

1143/1208 (94%) 
1144/1208 (94%) 

0.0 | 

BAA86533 

KIAA1219 protein - Homo 
sapiens (Human), 1 1 12 aa 
(fragment). 

651..1332 
371..1053 

674/683 (98%) 
677/6S3 (98%) 

0.0 

CAD39096 

Hypothetical protein - Homo 
sapiens (Human), 1333 aa 
(fragment). 

651. .1332 
591..1274 

674/6S4 (98%) 
677/684 (98%) 

0.0 
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Q9ULK1 

KIAA1219 protein - Homo 
sapiens (Human), 532 aa 
(fragment). 

860.. 1332 
1..473 

473/473(100%) 
473/473 (100%) 

0.0 

Q8WWC0 

Hypothetical 47.6 kDa 
protein - Homo sapiens 
(Human), 423 aa (fragment). 

970.. 1332 
2.. 364 

363/363 (100%) 
363/363 (100%) 

0.0 


PFam analysis predicts that the NOV37a protein contains the domains shown in 
Table 37E. 


Table 37E. Domain Analysis of NOV37a 


' Identities/ 


Pfam Domain 

NOV37a Match Region 

Similarities 
for the Matched 
Region 

Expect Value 



Example 3S. 


The NOV38 clone was analyzed, and the nucleotide and encoded polypeptide 
sequences are shown in Table 38A. 


Table 38A. NOV3S Sequence Analysis 


SEQ ID NO: 227 


NOV38a, 
CG970 12-01 


31 16 bp 


ATGCCCGCCGCCCGGCCCCCCGCCGCCGGCCTGCGGGGCATCAGCCTGTTCCTGGCCCTG 
CTGCTGGGCAGCCCCGCCGCCGCCCTGGAGCGGGACGCCCTGCCCGAGGGCGACGCCAGC 


DNA Sequence ,cccctgggcccctacctgctgcccagcggcgcccccgagcggggcagccccggcaaggag 

iCACCCCGAGGAGCGGGTGGTGACCGCCCCCCCCAGCAGCAGCCAGAGCGCCGAGGTGCTG 
GGCGAGCTGGTGCTGGACGGCACCGCCCCCAGCGCCCACCACGACATCCCCGCCCTGAGC 
CCCCTGCTGCCCGAGGAGGCCCGGCCCAAGCACGCCCTGCCCCCCAAGAAGAAGCTGCCC 
AGCCTGAAGCAGGTGAACAGCGCCCGGAAGCAGCTGCGGCCCAAGGCCACCAGCGCCGCC 
ACCGTGCAGCGGGCCGGCAGCCAGCCCGCCAGCCAGGGCCTGGACCTGCTGAGCAGCAGC 
ACCGAGAAGCCCGGCCCCCCCGGCGACCCCGACCCCATCGTGGCCAGCGAGGAGGCCAGC 
jGAGGTGCCCCTGTGGCTGGACCGGAAGGAGAGCGCCGTGCCCACCACCCCCGCACCCCTG 
CAAATCTCCCCCTTCACTTCGCAGCCCTATGTGGCCCACACACTCCCCCAGAGGCCAGAA 
CCCGGGGAGCCTGGGCCTGACATGGCCCAGGAGGCCCCCCAGGAGGACACCAGCCCCATG 
GCCCTGATGGACAAAGGTGAGAATGAGCTGACTGGGTCAGCCTCAGAGGAGAGCCAGGAG 
ACCACTACCTCCACCATTATCACCACCACGGTCATCACCACCGAGCAGGCACCAGCTCTC 
TGCAGTGTGAGCTTCTCCAATCCTGAGGGGTACATTGACTCCAGCGACTACCCACTGCTG 
CCCCTCAACAACTTTCTGGAGTGCACATACAACGTGACAGTCTACACTGGCTATGGGGTG 
GAGCTCCAGGTGAAGAGTGTGAACCTGTCCGATGGGGAACTGCTCTCCATCCGCGGGGTG 
GACGGCCCTACCCTGACCGTCCTGGCCAACCAGACACTCCTGGTGGAGGGGCAGGTAATC 
CGAAGCCCCACCAACACCATCTCCGTCTACTTCCGGACCTTCCAGGACGACGGCCTTGGG 
ACCTTCCAGCTTCACTACCAGGCCTTCATGCTGAGCTGCAACTTTCCCCGCCGGCCTGAC 
TCTGGGGATGTCACGGTGATGGACCTGCACTCAGGTGGGGTGGCCCACTTTCACTGCCAC 
CTGGGCTATGAGCTCCAGGGCGCTAAGATGCTGACATGCATCAATGCCTCCAAGCCGCAC 
TGGAGCAGCCAGGAGCCCATCTGCTCAGCTCCTTGTGGAGGGGCAGTGCACAATGCCACC 
ATCGGCCGCGTCCTCTCCCCAAGTTACCCTGAAAACACCAATGGGAGCCAATTCTGCATC 
TGGACGATTGAAGCTCCAGAGGGCCAGAAGCTGCACCTGCACTTTGAGAGGCTGTTGCTG 
CATGACAAGGACAGGATGACGGTTCACAGCGGGCAGACCAACAAGTCAGCTCTTCTCTAC 
GACTCCCTTCAAACCGAGAGTGTCCCTTTTGAGGGCCTGCTGAGCGAAGGCAACACCATC 
CGCATCGAGTTCACGTCCGACCAGGCCCGGGCGGCCTCCACCTTCAACATCCGATTTGAA 
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GCGTTTGAGAAAGGCCACTGCTATGAGCCCTACATCCAGAATGGGAACTTCACTACATCC 
GACCCGACCTATAACATTGGGACTATAGTGGAGTTCACCTGCGACCCCGGCCACTCCCTG 
GAGCAGGGCCCGGCCATCATCGAATGCATCAATGTGCGGGACCCATACTGGAATGACACA 
GAGCCCCTGTGCAGAGCCATGTGTGGTGGGGAGCTCTCTGCTGTGGCTGGGGTGGTATTG 
TCCCCAAACTGGCCCGAGCCCTACGTGGAAGGTGAAGATTGTATCTGGAAGATCCACGTG 
GGAGAAGAGAAACGGATCTTCTTAGATATCCAGTTCCTGAATCTGAGCAACAGTGACATC 
TTGACCATCTACGATGGCGACGAGGTCATGCCCCACATCTTGGGGCAGTACCTTGGGAAC 
AGTGGCCCCCAGAAACTGTACTCCTCCACGCCAGACTTAACCATCCAGTTCCATTCGGAC 
CCTGCTGGCCTCATCTTTGGAAAGGGCCAGGGATTTATCATGAACTACATAGAGGTATCA 
AGGAATGACTCCTGCTCGGATTTACCCGAGATCCAGAATGGCTGGAAAACCACTTCTCAC 
ACGGAGTTGGTGCGGGGAGCCAGAATCACCTACCAGTGTGACCCCGGCTATGACATCGTG 
GGGAGTGACACCCTCACCTGCCAGTGGGACCTCAGCTGGAGCAGCGACCCCCCATTTTGT 
GAGAAAATTATGTACTGCACCGACCCCGGAGAGGTGGATCACTCGACCCGCTTAATTTCG 
GATCCTGTGCTGCTGGTGGGGACCACCATCCAATACACCTGCAACCCCGGTTTTGTGCTT 
G AAGG G AGTT CT CTTCT G AC CTG CT A C AG C CGT G AAA C AG GG ACTCCCATCTGGACGTCT 
CGCCTGCCCCACTGCGTTTCGGAGGAGTCCCTGGCATGTGACAACCCAGGGCTGCCTGAA 
AATGGATACCAAATCCTGTACAAGCGACTCTACCTGCCAGGAGAGTCCCTCACCTTCATG 
TGCTACGAAGGCTTTGAGCTCATGGGTGAAGTGACCATCCGCTGCATCCTGGGACAGCCA 
TCCCACTGGAACGGGCCCCTGCCCGTGTGTAAAGTAGCAGAAGCGGCAGCAGAGACGTCG 
CTGGAAGGGGGGAACATGGCCCTGGCTATCTTCATCCCGGTCCTCATCATCTCCTTACTG 
CTGGGAGGAGCCTACATTTACATCACAAGATGTCGCTACTATTCCAACCTCCGCCTGCCT 
CTGATGTACTCCCACCCCTACAGCCAGATCACCGTGGAAACCGAGTTTGACAACCCCATT 
TACGAGACAGGGGAAACCAGAGAGTATGAGGTTTCTATCTAA AGAGAGCTACACTTGAGA 


AGGGGACTTGTGAACTCAACCACAATCTCCTCGAGACATTCATCCAGAGACCATGT 


iO RF Sta rt: ATG at 1 
jSEQ ID NO: 228 


•ORF Stop: f AA at 3040 


[1013 aa 


_i 


;MWat 110509.9kD 


NOV3Sb, 
CG970 12-02 
DNA Sequence 


NOV38a, jMPAARPPAAGLRGISLFLALLLGSPAAALERDALPEGDASPLGPYLLPSGAPERGSPGKE 

CG97012-0J Ihpeerwtappsssqsaevlgelvldgtapsahhdipalspllpeearpkhalppkkklp 
Protein Sequence | slk QVNSARKQLrpkatsaatvqragsqpasqgldli.ssstekpgppgdpdpivaseeas 
evplwldrkesavpttpaplqispftsqpyvahtlpqrpepgepgpdmaqeapqedtspm 
almdkgeneltgsaseesqetttstiitttvitteqapalcsvsfsnpegyidssdypll 
plnnflectynvtvytgygvelqvksvnlsdgellsirgvdgptltvlanqtllvegqvi 
rsptntisvyfrtfqddglgtfqlhyqafmlscnfprrpdsgdvtvmdlhsggvahfhch 
lgyelqgakmltcinaskphwssqepicsapcggavhnatigrvlspsypentngsqfci 
wtieapegqklhlhferlllhdkdrmtvhsgqtnksallydslqtesvpfegllsegnti 
rieftsdqaraastfnirfeafekghcyepyiqngnfttsdptynigtive ftcdpghsl 
eqgpaiiecinvrdpywndteplcramcggelsavagwlspnwpepyvegedciwkihv 
geekrifldiqflnlsnsdiltiydgdevmphilgqylgnsgpqklysstpdltiqfhsd 
paglifgkgqgfimnyievsrndscsdlpeiqngwkttshtelvrgarityqcdpgydiv 

GSDTLTCQWDLSWSSDPPFCEKIMYCTDPGEVDHSTRLISDPVLLVGTTIQYTCNPGFVL 
EGSSLLTCYSRETGTPIWTSRLPHCVSEESLACDNPGLPENGYQILYKRLYLPGESLTFM 
CYEGFELMGEVTIRCILGQPSHWNGPLPVCKVAEAAAETSLEGGNMALAI FI PVLI ISLL 
LGGAYIY^TRCRYYSNLRLPLMYSHPYSQITVETEFDNPI YETGETREYEVSI 


SEQJDNO:229 {2420 bp j 

| CCTGGGCCTGAC ATGGCCCAGGAGGCCCCCCAGGA(^C^ 


GACAAAGGTGAGAATGAGCTGACTGGGTCAGCCTCAGAGGAGAGCCAGGAGACCACTACC 
TCCACCATTATCACCACCACGGTCATCACCACCGAGCAGGCACCAGCTCTCTGCAGTGTG 
AGCTTCTCCAATCCTGAGGGGTACATTGACTCCAGCGACTACCCACTGCTGCCCCTCAAC 
AACTTTCTGGAGTGCACATACAACGTGACAGTCTACACTGGCTATGGGGTGGAGCTCCAG 
GTGAAGAGTGTGAACCTGTCCGATGGGGAACTGCTCTCCATCCGCGGGGTGGACGGCCCT 
ACCCTGACCGTCCTGGCCAACCAGACACTCCTGGTGGAGGGGCAGGTAATCCGAAGCCCC 
ACCAACACCATCTCCGTCTACTTCCGGACCTTCCAGGACGACGGCCTTGGGACCTTCCAG 
CTTCACTACCAGGCCTTCATGCTGAGCTGCAACTTTCCCCGCCGGCCTGACTCTGGGGAT 
GTCACGGTGATGGACCTGCACTCAGGTGGGGTGGCCCACTTTCACTGCCACCTGGGCTAT 
GAGCTCCAGGGCGCTAAGATGCTGACATGCATCAATGCCTCCAAGCCGCACTGGAGCAGC 
CAGGAGCCCATCTGCTCAGCTCCTTGTGGAGGGGCAGTGCACAATGCCACCATCGGCCGC 
GTCCTCTCCCCAAGTTACCCTGAAAACACAAATGGGAGCCAATTCTGCATCTGGACGATT 
jGAAGCTCCAGAGGGCCAGAAGCTGCACCTGCACTTTGAGAGGCTGTTGCTGCATGACAAG 
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GACAGGATGACGGTTCACAGCGGGCAGACCAACAAGTCAGCTCTTCTCTACGACTCCCTT 

caaaccgagagtgtcccttttgagggcctgctgagcgaaggcaacaccatccgcatcgag 
ttcacgtccgaccaggcccgggcggcctccaccttcaacatccgatttgaagcgtttgag 
aaaggccactgctatgagccctacatccagaatgggaacttcactacatccgacccgacc 
t at aacat tg g g act at agtg g agtt c ac c tg cg a c c c cgg cc actc c ctg g agc aggg c 
ccggccatcatcgaatgcatcaatgtgcgggacccatactggaatgacacagagcccctg 
tgcagagccatgtgtggtggggagctctctgctgtggctggggtggtattgtccccaaac 
tggcccgagccctacgtggaaggtgaagattgtatctggaagatccacgtgggagaagag 
aaacggatcttcttagatatccagttcctgaatctgagcaacagtgacatcttgaccatc 
Itacgatggcgacgaggtcatgccccacatcttggggcagtaccttgggaacagtggcccc 


CAGAAACTGTACTCCTCCACGCCAGACTTAACCATCCAGTTCCATTCGGACCCTGCTGGC 
CTCATCTTTGGAAAGGGCCAGGGATTTATCATGAACTACATAGAGGTATCAAGGAATGAC 
T C CTG CT C GG ATTT ACC C G AG ATC C AG AATGG CTG G AAAAC C ACTT CTC ACACGG AGTT G 
GTGCGGGGAGCCAGAATCACCTACCAGTGTGACCCCGGCTATGACATCGTGGGGAGTGAC 
ACCCTCACCTGCCAGTGGGACCTCAGCTGGAGCAGCGACCCCCCATTTTGTGAGAAAATT 
ATGTACTGCACCGACCCCGGAGAGGTGGATCACTCGACCCGCTTAATTTCGGATCCTGTG 
CTGCTGGTGGGGACCACCATCCAATACACCTGCAACCCCGGTTTTGTGCTTGAAGGGAGT 
TCTCTTCTGACCTGCTACAGCCGTGAAACAGGGACTCCCATCTGGACGTCTCGCCTGCCC 
CACTGCGTTTCGGAGGAGTCCCTGGCATGTGACAACCCAGGGCTGCCTGAAAATGGATAC 
CAAATCCTGTACAAGCGACTCTACCTGCCAGGAGAGTCCCTCACCTTCATGTGCTACGAA 
GGCTTTGAGCTCATGGGTGAAGTGACCATCCGCTGCATCCTGGGACAGCCATCCCACTGG 
1AACGGGCCCCTGCCCGTGTGTAAAGTTAATCAAGACAGTTTTGAACATGCTTTAGAAGTA 
G C AG AAG CGG C AG C AG AG AC GTCG CTGG AAG G GGGG AA C ATGG C CCTGGCT AT C TTC ATC 
CCGGTCCTCATCATCTCCTTACTGCTGGGAGGAGCCTACATTTACATCACAAGATGTCGC 
TACTATTCCAACCTCCGCCTGCCTCTGATGTACTCCCACCCCTACAGCCAGATCACCGTG 
GAAACCGAGTTTGACAACCCCATTTACGAGACAGGGGAAACCAGAGAGTATGAGGTTTCT 
AT CTAAAGAG AGCTACACTT 

ORJF Start: ATG at 13 ] 


jSEQ ID NO: 230 


NOV38b, 
CG970I2-02 
Protein Sequence 


797 aa 


JpRF Stop: TAA~a t 2404 [ 
" iMW at 88285. Ikff 


IMAQEAPQEDTSPMALMDKGENELTGSASEESQETTTSTIITTTVITTEQAPALCSVSFSN 
'PEGYIDSSDYPLLPLNNFLECTYNVTVYTGYGVELQVKSVNLSDGELLSIRGVDGPTLTV 
LANQTLLVEGQVIRSPTNTISVYFRTFQDDGLGTFQLHYQAFMLSCNFPRRPDSGDVTVM 
DLHSGGVAHFHCHLGYELQGAKMLTCINASKPHWSSQEPICSAPCGGAVHNATIGRVLSP 
SYPENTNGSQFCIWTIEAPEGQKLHLHFERLLLHDKDRMTVHSGQTNKSALIjYDSLQTES 
VPFEGLLSEGNTIRIEFTSDQARAASTFNIRFEAFEKGHCYEPYIQNGNFTTSDPTYNIG 
TIVEFTCDPGHSLEQGPAIIECINVRDPYWNDTEPIiCRAMCGGELSAVAGWIiSPNWPEP 
YVEGEDCIWKIHVGEEKRIFLDIQFLNLSNSDILTIYDGDEVMPHILGQYLGNSGPQKLY 
SSTPDLTIQFHSDPAGLIFGKGQGFIMNYIEVSRNDSCSDLPEIQNGWKTTSHTELVRGA 
RITYQCDPGYDIVGSDTLTCQWDLSWSSDPPFCEKIMYCTDPGEVDHSTRLISDPVLLVG 
TTIQYTCNPGFVLEGSSLLTCYSRETGTPIWTSRLPHCVSEESLACDNPGLPENGYQILY 
KRLYLPGESLTFMCYEGFELMGEVTIRCILGQPSHWNGPLPVCKVNQDSFEHALEVAEAA 
AETSLEGGNMALAIFIPVLIISLLLGGAYIYITRCRYYSNLRLPLMYSHPYSQITVETEF 
DNP I YETGETRE YEVS I 


(1434 bp 


NOV38c, 
CG97012-03 
DNA Sequence 


jSEQ ID NO: 231 ^ _ _ 

I AG AT CT T GC AACTTTC C C CG C CGG C CTGACT CTG G GG ATGT C ACGGTG ATGG AC CTG C AC 


u.::.: 


TCAGGTGGGGTGGCCCACTTTCACTGCCACCTGGGCTATGAGCTCCAGGGCGCTAAGATG 
CTGACATGCATCAATGCCTCCAAGCCGCACTGGAGCAGCCAGGAGCCCATCTGCTCAGCT 
CCTTGTGGAGGGGCAGTGCACAATGCCACCATCGGCCGCGTCCTCTCCCCAAGTTACCCT 
GAAAACACCAATGGGAGCCAATTCTGCATCTGGACGATTGAAGCTCCAGAGGGCCAGAAG 
CTGCACCTGCACTTTGAGAGGCTGTTGCTGCATGACAAGGACAGGATGACGGTTCACAGC 
GGGCAGACCAACAAGTCAGCTCTTCTCTACGACTCCCTTCAAACCGAGAGTGTCCCTTTT 
GAGGGCCTGCTGAGCGAAGGCAACACCATCCGCATCGAGTTCACGTCCGACCAGGCCCGG 
GCGGCCTCCACCTTCAACATCCGATTTGAAGCGTTTGAGAAAGGCCACTGCTATGAGCCC 
TACATCCAGAATGGGAACTTCACTACATCCGACCCGACCTATAACATTGGGACTATAGTG 
GAGTTCACCTGCGACCCCGGCCACTCCCTGGAGCAGGGCCCGGCCATCATCGAATGCATC 
AATGTGCGGGACCCATACTGGAATGACACAGAGCCCCTGTGCAGAGCCATGTGTGGTGGG 
GAGCTCTCTGCTGTGGCTGGGGTGGTATTGTCCCCAAACTGGCCCGAGCCCTACGTGGAA 
GGTGAAGATTGTATCTGGAAGATCCACGTGGGAGAAGAGAAACGGATCTTCTTAGATATC 


286 


WO 2003/023008 PCT/US2002/028596 



CAGTTCCTGAATCTGAGCAACAGTGACATCTTGACCATCTACGATGGCGACGAGGTCATG 
CCCCACATCTTGGGGCAGTACCTTGGGAACAGTGGCCCCCAGAAACTGTACTCCTCCACG 
CCAGACTTAACCATCCAGTTCCATTCGGACCCTGCTGGCCTCATCTTTGGAAAGGGCCAG 
j G G ATTT ATC ATG AACT A C AT AG AGG T AT C AAGG AATG ACT C CTG CT CGG ATTT A C CCG AG 
ATCCAGAATGGCTGGAAAACCACTTCTCACACGGAGTTGGTGCGGGGAGCCAGAATCACC 
TACCAGTGTGACCCCGGCTATGACATCGTGGGGAGTGACACCCTCACCTGCCAGTGGGAC 
CTC AG CTGG AG C AG CG AC C C CC CATTTTGTG AG AAAACG G AGG AGT C C CTGG C ATGTG AC 
AACCCAGGGCTGCCTGAAAATGGATACCAAATCCTGTACAAGCGACTCTACCTGCCAGGA 
GAGTrnCTrArrTTCATfTTGrTACGAAGGCTTTGAGCTCATGGGTGAAGTGACCATCCGC 
TGCATCCTGGGACAGCCATCCCACTGGAACGGGCCCCTGCCCGTGTGTGTCGAC 


ORF Start: at 7 | |ORF Stop: at 1 429 


SEQ ID NO: 232 |474 aa |MW at 52744.6kD 

NOV38c~ ~ ~" 
CG97012-03 
Protein Sequence 

CNFPRRPDSGDVTVMDLHSGGVAHFHCHLGYELQGAKMLTCINASKPHWSSQEPICSAPC 
GGAVHNATIGRVLSPSYPENTNGSQFCIWTIEAPBGQKLHLHFERLLLHDKDRMTVHSGQ 
TNKSALLYDSLQTESVPFEGLLSEGNTIRIEFTSDQARAASTFNIRFEAFEKGHCYEPYI 
QNGNFTTSDPTYNIGTIVEFTCDPGHSLEQGPAIIECINVRDPYWNDTEPLCRAMCGGEL 
SAVAGWLSPNWPEPYVEGEDCIWKIHVGEEKRIFLDIQFLNLSNSDILTIYDGDEVMPH 
ILGQYLGNSGPQKLYSSTPDLTIQFHSDPAGLIFGKGQGFIMNYIEVSRNDSCSDLPEIQ 
NGWKTTSHTELVRGARITYQCDPGYDIVGSDTLTCQWDLSWSSDPPFCEKTEESLACDNP 
GLPENGYQILYKRLYLPGESLTFMCYEGFELMGEVTIRCILGQPSHWNGPLPVC 


SEQIDNO:233 |3116bp J 

NOV38d, 
CG97012-01 
DNA Sequence 

ATGCCCGCCGCCCGGCCCCCCGCCGCCGGCCTGCGGGGCATCAGCCTGTTCCTGGCCCTG 
CTGCTGGGCAGCCCCGCCGCCGCCCTGGAGCGGGACGCCCTGCCCGAGGGCGACGCCAGC 
CCCCTGGGCCCCTACCTGCTGCCCAGCGGCGCCCCCGAGCGGGGCAGCCCCGGCAAGGAG 
CACCCCGAGGAGCGGGTGGTGACCGCCCCCCCCAGCAGCAGCCAGAGCGCCGAGGTGCTG 
GGCGAGCTGGTGCTGGACGGCACCGCCCCCAGCGCCCACCACGACATCCCCGCCCTGAGC 
CCCCTGCTGCCCGAGGAGGCCCGGCCCAAGCACGCCCTGCCCCCCAAGAAGAAGCTGCCC 
AGCCTGAAGCAGGTGAACAGCGCCCGGAAGCAGCTGCGGCCCAAGGCCACCAGCGCCGCC 
ACCGTGCAGCGGGCCGGCAGCCAGCCCGCCAGCCAGGGCCTGGACCTGCTGAGCAGCAGC 
ACCGAGAAGCCCGGCCCCCCCGGCGACCCCGACCCCATCGTGGCCAGCGAGGAGGCCAGC 
GAGGTGCCCCTGTGGCTGGACCGGAAGGAGAGCGCCGTGCCCACCACCCCCGCACCCCTG 
CAAATCTCCCCCTTCACTTCGCAGCCCTATGTGGCCCACACACTCCCCCAGAGGCCAGAA 
CCCGGGGAGCCTGGGCCTGACATGGCCCAGGAGGCCCCCCAGGAGGACACCAGCCCCATG 
GCCCTGATGGACAAAGGTGAGAATGAGCTGACTGGGTCAGCCTCAGAGGAGAGCCAGGAG 
ACCACTACCTCCACCATTATCACCACCACGGTCATCACCACCGAGCAGGCACCAGCTCTC 
TGCAGTGTGAGCTTCTCCAATCCTGAGGGGTACATTGACTCCAGCGACTACCCACTGCTG 
CCCCTCAACAACTTTCTGGAGTGCACATACAACGTGACAGTCTACACTGGCTATGGGGTG 
GAGCTCCAGGTGAAGAGTGTGAACCTGTCCGATGGGGAACTGCTCTCCATCCGCGGGGTG 
GACGGCCCTACCCTGACCGTCCTGGCCAACCAGACACTCCTGGTGGAGGGGCAGGTAATC 
CGAAGCCCCACCAACACCATCTCCGTCTACTTCCGGACCTTCCAGGACGACGGCCTTGGG 
ACCTTCCAGCTTCACTACCAGGCCTTCATGCTGAGCTGCAACTTTCCCCGCCGGCCTGAC 
TCTGGGGATGTCACGGTGATGGACCTGCACTCAGGTGGGGTGGCCCACTTTCACTGCCAC 
CTGGG C T ATG AG CTC CAG GG CGCT AAG ATG CTG AC ATG CATC AATGC CTCCAAG CCG C AC 
TGGAGCAGCCAGGAGCCCATCTGCTCAGCTCCTTGTGGAGGGGCAGTGCACAATGCCACC 
ATCGGCCGCGTCCTCTCCCCAAGTTACCCTGAAAACACCAATGGGAGCCAATTCTGCATC 
TGGACGATTGAAGCTCCAGAGGGCCAGAAGCTGCACCTGCACTTTGAGAGGCTGTTGCTG 
CATGACAAGGACAGGATGACGGTTCACAGCGGGCAGACCAACAAGTCAGCTCTTCTCTAC 
GACTCCCTTCAAACCGAGAGTGTCCCTTTTGAGGGCCTGCTGAGCGAAGGCAACACCATC 
CGCATCGAGTTCACGTCCGACCAGGCCCGGGCGGCCTCCACCTTCAACATCCGATTTGAA 
GCGTTTGAGAAAGGCCACTGCTATGAGCCCTACATCCAGAATGGGAACTTCACTACATCC 
GACCCGACCTATAACATTGGGACTATAGTGGAGTTCACCTGCGACCCCGGCCACTCCCTG 
GAGCAGGGCCCGGCCATCATCGAATGCATCAATGTGCGGGACCCATACTGGAATGACACA 
GAGCCCCTGTGCAGAGCCATGTGTGGTGGGGAGCTCTCTGCTGTGGCTGGGGTGGTATTG 
TCCCCAAACTGGCCCGAGCCCTACGTGGAAGGTGAAGATTGTATCTGGAAGATCCACGTG 
GGAGAAGAGAAACGGATCTTCTTAGATATCCAGTTCCTGAATCTGAGCAACAGTGACATC 
TTGACCATCTACGATGGCGACGAGGTCATGCCCCACATCTTGGGGCAGTACCTTGGGAAC 
AGTGGCCCCCAGAAACTGTACTCCTCCACGCCAGACTTAACCATCCAGTTCCATTCGGAC 
CCTGCTGGCCTCATCTTTGGAAAGGGCCAGGGATTTATCATGAACTACATAGAGGTATCA 
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jAGGAATGACTCCTGCTCGGATTTACCCGAGATCCAGAATGGCTGGAAAACCACTTCTCAC 
■ACGGAGTTGGTGCGGGGAGCCAGAATCACCTACCAGTGTGACCCCGGCTATGACATCGTG 
IGGGAGTGACACCCTCACCTGCCAGTGGGACCTCAGCTGGAGCAGCGACCCCCCATTTTGT 

Igagaaaattatgtactgcaccgaccccggagaggtggatcactcgacccgcttaatttcg 
Igatcctgtgctgctggtggggaccaccatccaatacacctgcaaccccggttttgtgctt 
^gaagggagttctcttctgacctgctacagccgtgaaacagggactcccatctggacgtct 

jCGCCTGCCCCACTGCGTTTCGGAGGAGTCCCTGGCATGTGACAACCCAGGGCTGCCTGAA 

Iaatggataccaaatcctgtacaagcgactctacctgccaggagagtccctcaccttcatg 
jtgctacgaaggctttgagctcatgggtgaagtgaccatccgctgcatcctgggacagcca 
Jtcccactggaacgggcccctgcccgtgtgtaaagtagcagaagcggcagcagagacgtcg 

C TGG AAGGGGG G AAC ATGG C CCTGG CT AT CTT C AT C C CGGT C CT CAT C ATCT C CTT ACTG 
CTGGGAGGAGCCTACATTTACATCACAAGATGTCGCTACTATTCCAACCTCCGCCTGCCT 
CTGATGTACTCCCACCCCTACAGCCAGATCACCGTGGAAACCGAGTTTGACAACCCCATT 
iTACGAGACAGGGGAAACCAGAGAGTATGAGGTTTCTATCTA AAGAGAGCTACACTTGAGA 
AGGGGACTTGTGAACTCAACCACAATCTCCTCGAGACATTCATCCAGAGACCATGT 


jORF Start: ATG at 1 


jORF Stop: TAA at 3040 


|SEQ IDNO: 234 


|l 0 1 3 aa 


MWat 110509.9kD 


NOV38d, 
CG970 12-01 
Protein Sequence 


Impaarppaaglrgislflalllgspaaalerdalpegdasplgpyllpsgapergspgke 
hpeerwtappsssqsaevlgelvldgtapsahhdipalspllpeearpkhalppkkklp 
jslkqvnsarkqlrpkatsaatvqragsqpasqgldllssstekpgppgdpdpivaseeas 

jEVPLWLDRKESAVPTTPAPLQISPFTSQPYVAHTLPQRPEPGEPGPDMAQEAPQEDTSPM 
?ALMDKGENELTGSASEESQETTTSTIITTTVITTEQAPALCSVSFSNPEGYIDSSDYPIiL 
PLNNFLECTYNVTVYTGYGVELQVKSVNLSDGELLSIRGVDGPTLTVLANQTLLVEGQVI 
;RS PTNTI SVYFRTFQDDGLGTFQLHYQAFMLS CNFPRRPDSGDVTVMDLHSGGVAHFHCH 
ILGYELQGAKMLTCINASKPHWSSQEPICSAPCGGAVHNATIGRVLSPSYPENTNGSQFCI 
iWTIEAPEGQKLHLHFERLLLHDKDRMTVHSGQTNKSALLYDSLQTESVPFEGLLSEGNTI 
RIEFTSDQARAASTFNIRFEAFEKGHCYEPYIQNGNFTTSDPTYNIGTIVEFTCDPGHSL 
EQGPAIIECINVRDPYWNDTEPLCRAMCGGELSAVAGWLSPNWPEPYVEGEDCIWKIHV 
GEEKRIFLDIQFLNLSNSDILTIYDGDEVMPHILGQYLGNSGPQKLYSSTPDLTIQFHSD 
PAGLIFGKGQGFIMNYIEVSRNDSCSDLPEIQNGWKTTSHTELVRGARITYQCDPGYDIV 
GSDTLTCQWDLSWSSDPPFCEKIMYCTDPGEVDHSTRLISDPVLLVGTTIQYTCNPGFVL 
jEGSSLLTCYSRETGTPIWTSRLPHCVSEESLACDNPGLPENGYQILYKRLYLPGESLTFM 
jcYEGFELMGEVTIRCILGQPSHWNGPLPVCKVAEAAAETSLEGGNMALAIFIPVLIISLL 
|LGGAYIYITRCRYYSNLRLPLMYSHPYSQITVETEFDNPIYETGETREYEVSI 

IsEQTFnQ: 235 ~~ _ " j857bp™ "I"IT_L 


NOV38e, 
210120300 DNA 
Sequence 


AGATCTTGTGGAGGGGCAGTGCACAATGCCACCATCGGCCGCGTCCTCTCCCCAAGTTAC 
CCTGAAAACACCAATGGGAGCCAATTCTGCATCTGGACGATTGAAGCTCCAGAGGGCCAG 
AAGCTGCACCTGCACTTTGAGAGGCTGTTGCTGCATGACAAGGACAGGATGACGGTTCAC 
AGCGGGCAGACCAACAAGTCAGCTCTTCTCTACGACTCCCTTCAAACCGAGAGTGTCCCT 
TTTGAGGGCCTGCTGAGCGAAGGCAACACCATCCGCATCGAGTTCACGTCCGACCAGGCC 
CGGGCGGCCTCCACCTTCAACATCCGATTTGAAGCGTTTGAGAAAGGCCACTGCTATGAG 
CCCTACATCCAGAATGGGAACTTCACTACATCCGACCCGACCTATAACATTGGGACTATA 
GTGGAGTTCACCTGCGACCCCGGCCACTCCCTGGAGCAGGGCCCGGCCATCATCGAATGC 
ATCAATGTGCGGGACCCATACTGGAATGACACAGAGCCCCTGTGCAGAGCCATGTGTGGT 
GGGGAGCTCTCTGCTGTGGCTGGGGTGGTATTGTCCCCAAACTGGCCCGAGCCCTACGTG 
GAAGGTGAAGATTGTATCTGGAAGATCCACGTGGGAGAAGAGAAACGGATCTTCTTAGAT 
ATCCAGTTCCTGAATCTGAGCAACAGTGACATCTTGACCATCTACGATGGCGACGAGGTC 
ATGCCCCACATCTTGGGGCAGTACCTTGGGAACAGTGGCCCCCAGAAACTGTACTCCTCC 
ACGCCAGACTTAACCATCCAGTTCCATTCGGACCCTGCTGGCCTCATCTTTGGAAAGGGC 
CAGGGATTTATCATGAACTACGTCGAC 


ORF Start: at 1 


SEQ ID NO: 236 


(289 aa 


~~] ORF Stop: end of sequ ence 
HMW~at32172.6kD 


NOV38e. 
210120300 
Protein Sequence 


RSCGGAVHNATIGRVLSPSYPENTNGSQFCIWTIEAPEGQKLHLHFERLLLHDKDRMTVH 
SGQTNKSALLYDSLQTESVPFEGLLSEGNTIRIEFTSDQARAASTFNIRFEAFEKGHCYE 
PYIQNGNFTTSDPTYNIGTIVEFTCDPGHSLEQGPAIIECINVRDPYWNDTEPLCRAMCG 
GELSAVAGWLSPNWPEPYVEGEDCIWKIHVGEEKRIFLDIQFLNLSNSDILTIYDGDEV 
MPHILGQYLGNSGPQKLYSSTPDLTIQFHSDPAGLIFGKGQGFIMNYVD 
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Sequence 


' jSEQIDNO:237 — — — - [867 bp _ ^ 

NOV38f, Hagatcttgtggaggggcagtgcacaatgccaccatcggccgcgtcctctccccaagttac 
2101 20376 DNA Icctgaaaacacaaatgggagccaattctgcatctggacgattgaagctccagagggccag 

AAGCTGCACCTGCACTTTGAGAGGCTGTTGCTGCATGACAAGGACAGGATGACGGTTCAC 
AGCGGGCAGACCAACAAGTCAGCTCTTCTCTACGACTCCCTTCAAACCGAGAGTGTCCCT 
TTTGAGGGCCTGCTGAGCGAAGGCAACACCATCCGCATCGAGTTCACGTCCGACCAGGCC 
CGGGCGGCCTCCACCTTCAACATCCGATTTGAAGCGTTTGAGAAAGGCCACTGCTATGAG 
CCCTACATCCAGAATGGGAACTTCACTACATCCGACCCGACCTATAACATTGGGACTATA 
GTGGAGTTCACCTGCGACCCCGGCCACTCCCTGGAGCAGGGCCCGGCCATCATCGAATGC 
ATCAATGTGCGGGACCCATACTGGAATGACACAGAGCCCCTGTGCAGAGCCATGTGTGGT 
GGGGAGCTCTCTGCTGTGGCTGGGGTGGTATTGTCCCCAAACTGGCCCGAGCCCTACGTG 
GAAGGTGAAGATTGTATCTGGAAGATCCACGTGGGAGAAGAGAAACGGATCTTCTTAGAT 
ATCCAGTTCCTGAATCTGAGCAACAGTGACATCTTGACCATCTACGATGGCGACGAGGTC 
ATGCCCCACATCTTGGGGCAGTACCTTGGGAACAGTGGCCCCCAGAAACTGTACTCCTCC 
ACGCCAGACTTAACCATCCAGTTCCATTCGGACCCTGCTGGCCTCATCTTTGGAAAGGGC 
CAGGGATTTATCATGAACTACGTCGAC 


QRF Start: at \ 
SEQ ID NO: 238 


(289 aa 


jORF Stop: end of sequence 


|MWat32172.6kD 


NOV38f, 
210120376 
Protein 
(Sequence 



.RSCGGAVHNATIGRVLSPSYPENTNGSQFCIWTIEAPBGQKLHLHFERLLLHDKDRMTVH 
SGQTNKSALLYDSLQTESVPFEGLLSEGNTIRIEFTSDQARAASTFNIRFEAFEKGHCYE 
PYIQNGNFTTSDPTYNIGTIVEFTCDPGHSLEQGPAIIECINVRDPYWNDTEPLCRAMCG 
GELSAVAGWLSPNWPEPYVEGEDCIWKIHVGEEKRIFLDIQFLNLSNSDILTIYDGDEV 
MPHILGQYLGNSGPQKLYSSTPDLTIQFHSDPAGLIFGKGQGFIMNYVD 


ID NO: 239 


|867 bp 


iAGATCTTGTGGAGGGGCAGTGCACAATGCCACCATCGGCCGCGTCCTCTCCCCAAGTTAC 
CCTGAAAACACCAATGGGAGCCAATTCTGCATCTGGACGATTGAAGCTCCAGAGGGCCGG 
AAGCTGCACCTGCACTTTGAGAGGCTGTTGCTGCATGACAAGGACAGGATGACGGTTCAC 
AGCGGGCAGACCAACAAGTCAGCTCTTCTCTACGACTCCCTTCAAACCGAGAGTGTCCCT 
TTTGAGGGCCTGCTGAGCGAAGGCAACACCATCCGCATCGAGTTCACGTCCGACCAGGCC 
CGGGCGGCCTCCACCTTCAACATCCGATTTGAAGCGTTTGAGAAAGGCCACTGCTATGAG 
CCCTACATCCAGAATGGGAACTTCACTACATCCGACCCGACCTATAACATTGGGACTATA 
GTGGAGTTCACCTGCGACCCCGGCCACTCCCTGGAGCAGGGCCCGGCCATCATCGAATGC 
jATCAATGTGCGGGACCCATACTGGAATGACACAGAGCCCCTGTGCAGAGCCATGTGTGGT 
'iGGGGAGCTCTCTGCTGTGGCTGGGGTGGTATTGTCCCCAAACTGGCCCGAGCCCTACGTG 
IGAAGGTGAAGATTGTATCTGGAAGATCCACGTGGGAGAAGAGAAACGGATCTTCTTAGAT 
ATCCAGTTCCTGAATCTGAGCAACAGTGACATCTTGACCATCTACGATGGCGACGAGGTC 
ATGCCCCACATCTTGGGGCAGTACCTTGGGAACAGTGGCCCCCAGAAACTGTACTCCTCC 
ACGCCAGACTTAACCATCCAGTTCCATTCGGACCCTGCTGGCCTCATCTTTGGAAAGGGC 
CAGGGATTTATCATGAACTACGTCGAC 


jO RF Sta r t: at 1 
(SEQ ID NO: 240 


|28?aa 


jORF Stop: end of seq uence 
jMWat.322Q0.71cD 


NOV38g, 
210120463 
Protein Sequence 


RSCGGAVHNATIGRVLSPSYPENTNGSQFCIWTIEAPEGRICLHLHFERLLLHDKDRMTVH 
SGQTNKSALLYDSLQTESVPFEGLLSEGNTIRIEFTSDQARAASTFNIRFEAFEKGHCYE 
PYIQNGNFTTSDPTYNIGTIVEFTCDPGHSLEQGPAIIECINVRDPYWNDTEPLCRAMCG 
GELSAVAGWLSPNWPEPYVEGEDCIWKIHVGEEKRIFLDIQFLNLSNSDILTIYDGDEV 
MPHILGQYLGNSGPQKLYSSTPDLTIQFHSDPAGLIFGKGQGFIMNYVD 


jSEQ ID NO: 241 


|1434 bp 


NOV38h, 
210120269 DNA 
Sequence 


JAGATCTTGCAACTTTCCCCGCCGGCCTGACTCTGGGGATGTCACGGTGATGGACCTGCAC 
TCAGGTGGGGTGGCCCACTTTCACTGCCACCTGGGCTATGAGCTCCAGGGCGCTAAGATG 
CTGACATGCATCAATGCCTCCAAGCCGCACTGGAGCAGCCAGGAGCCCATCTGCTCAGCT 
CCTTGTGGAGGGGCAGTGCACAATGCCACCATCGGCCGCGTCCTCTCCCCAAGTTACCCT 
GAAAACACCAATGGGAGCCAATTCTGCATCTGGACGATTGAAGCTCCAGAGGGCCAGAAG 
CTGCACCTGCACTTTGAGAGGCTGTTGCTGCATGACAAGGACAGGATGACGGTTCACAGC 
GGGCAGACCAACAAGTCAGCTCTTCTCTACGACTCCCTTCAAACCGAGAGTGTCCCTTTT 
GAGGGCCTGCTGAGCGAAGGCAACACCATCCGCATCGAGTTCACGTCCGACCAGGCCCGG 
GCGGCCTCCACCTTCAACATCCGATTTGAAGCGTTTGAGAAAGGCCACTGCTATGAGCCC 
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TACATCCAGAATGGGAACTTCACTACATCCGACCCGACCTATAACATTGGGACTATAGTG 
GAGTTCACCTGCGACCCCGGCCACTCCCTGGAGCAGGGCCCGGCCATCATCGAATGCATC 
AATGTGCGGGACCCATACTGGAATGACACAGAGCCCCTGTGCAGAGCCATGTGTGGTGGG 
GAGCTCTCTGCTGTGGCTGGGGTGGTATTGTCCCCAAACTGGCCCGAGCCCTACGTGGAA 
GGTGAAGATTGTATCTGGAAGATCCACGTGGGAGAAGAGAAACGGATCTTCTTAGATATC 
CAGTTCCTGAATCTGAGCAACAGTGACATCTTGACCATCTACGATGGCGACGAGGTCATG 
CCCCACATCTTGGGGCAGTACCTTGGGAACAGTGGCCCCCAGAAACTGTACTCCTCCACG 
CC AG ACTTAACC AT C C AGTT C C ATT C G G AC C CTG CTGGC CT C AT CTTTGG AAAGG G C CAG 
GGATTTATCATGAACTACATAGAGGTATCAAGGAATGACTCCTGCTCGGATTTACCCGAG 
?ATCCAGAATGGCTGGAAAACCACTTCTCACACGGAGTTGGTGCGGGGAGCCAGAATCACC 
TACCAGTGTGACCCCGGCTATGACATCGTGGGGAGTGACACCCTCACCTGCCAGTGGGAC 
CTCAGCTGGAGCAGCGACCCCCCATTTTGTGAGAAAACGGAGGAGTCCCTGGCATGTGAC 
AACCCAGGGCTGCCTGAAAATGGATACCAAATCCTGTACAAGCGACTCTACCTGCCAGGA 
GAGTCCCTCACCTTCATGTGCTACGAAGGCTTTGAGCTCATGGGTGAAGTGACCATCCGC 
TGCATCCTGGGACAGCCATCCCACTGGAACGGGCCCCTGCCCGTGTGTGTCGA C 


|478 aa 


jORF Stop : end of seq uence 
"" "jMWa t 5 3202 .0kD _~ 


NOV38h, 
210120269 
Protein Sequence 


QRg„Star t:_aU 

TsE Q lDNQ: 242 _ ^ 

^j^scnfprrpdsgdvtvmdlhsggvahfhchlg 

jpcggavhnatigrvlspsypentngsqfciwtieapegqklhlhferlllhdkdrmtvhs 
Igqtnksallydslqtesvpfegllsegntirieftsdqaraastfnirfeafekghcyep 
jyiqngnfttsdptynigtiveftcdpghsleqgpaiiecinvrdpywndteplcramcgg 
jelsavagwlspnwpepyvegedciwkihvgeekrifldiqflnlsnsdiltiydgdevm 
jphilgqylgnsgpqklysstpdltiqfhsdpaglifgkgqgfimnyievsrndscsdlpe 
jlqngwkttshtelvrgarityqcdpgydivgsdtltcqwdlswssdppfcekteeslacd 
]npglpengyqilykrlylpgesltfmcyegfbijmgevtircilgqpshwngplpvcvp^ 

[867bp* 


NOV38i, 
CG970 12-04 
DNA Sequence 


AGATCT TGTGGAGGGGCAGTGCZ^AATGC^^ 


CCTGAAAACACCAATGGGAGCCAATTCTGCATCTGGACGATTGAAGCTCCAGAGGGCCAG 
AAGCTGCACCTGCACTTTGAGAGGCTGTTGCTGCATGACAAGGACAGGATGACGGTTCAC 
AGCGGGCAGACCAACAAGTCAGCTCTTCTCTACGACTCCCTTCAAACCGAGAGTGTCCCT 
TTTGAGGGCCTGCTGAGCGAAGGCAACACCATCCGCATCGAGTTCACGTCCGACCAGGCC 
CGGGCGGCCTCCACCTTCAACATCCGATTTGAAGCGTTTGAGAAAGGCCACTGCTATGAG 
CCCTACATCCAGAATGGGAACTTCACTACATCCGACCCGACCTATAACATTGGGACTATA 
GTGGAGTTCACCTGCGACCCCGGCCACTCCCTGGAGCAGGGCCCGGCCATCATCGAATGC 
ATCAATGTGCGGGACCCATACTGGAATGACACAGAGCCCCTGTGCAGAGCCATGTGTGGT 
GGGGAGCTCTCTGCTGTGGCTGGGGTGGTATTGTCCCCAAACTGGCCCGAGCCCTACGTG 
GAAGGTGAAGATTGTATCTGGAAGATCCACGTGGGAGAAGAGAAACGGATCTTCTTAGAT 
ATCCAGTTCCTGAATCTGAGCAACAGTGACATCTTGACCATCTACGATGGCGACGAGGTC 
ATGCCCCACATCTTGGGGCAGTACCTTGGGAACAGTGGCCCCCAGAAACTGTACTCCTCC 
ACGCCAGACTTAACCATCCAGTTCCATTCGGACCCTGCTGGCCTCATCTTTGGAAAGGGC 
CAGGGATTTATCATGAACTACGTCGAC 


NOV38i, 
CG970 12-04 
Protein 
Sequence 


ORF Start: at 7 


]285 aa 


j ORF Stop: at 86 2 
iMWat31715.2kD 


S EQ ID NO: 244 _ _ _ _ 

CGGAVHNATIGRVLSPSYPENTNGSQFCIWTIEAPEGQKLHLHFERLLLHDKDRMTVHSG 
QTNKSALLYDSLQTESVPFEGLLSEGNTIRIEFTSDQARAASTFNIRFEAFEKGHCYEPY 
IQNGNFTTSDPTYNIGTIVEFTCDPGHSLEQGPAIIECINVRDPYWNDTEPLCRAMCGGE 
LSAVAGWLSPNWPEPYVEGEDCIWKIHVGEEKRIFLDIQFLNLSNSDILTIYDGDEVMP 
HILGQYLGNSGPQKLYSSTPDLT IQFHSDPAGLI F GK GQGF IMNY 

SEQTDNO:245 |2861 bp j 


NOV38j, 
CG970 12-05 
DNA Sequence 


AGCCACG ATGCCCGCG 


CGCTCTGCTCCTGGGGAGCCCGGCGGCAGCGCTGGAGCGAGATGCTCTTCCCGAGGGAGA 
TGCTAGCCCTTTGGGTCCTTACCTCCTGCCCTCAGGAGCCCCGGAGAGAGGCAGTCCTGG 
CAAAGAGCACCCTGAAGAGAGAGTGGTAACAGCGCCCCCCAGTTCCTCACAGTCGGCGGA 
AGTGCTGGGCGAGCTGGTGCTGGATGGGACCGCACCCTCTGCACATCACGACATCCCAGC 
CCTGTCACCGCTGCTTCCAGAGGAGGCCCGCCCCAAGCACGCCTTGCCCCCCAAGAAGAA 
ACTGCCTTCGCTCAAGCAGGTGAACTCTGCCAGGAAGCAGCTGAGGCCCAAGGCCACCTC 
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_ 

CGCAGCCACTGTCCAAAGGGCAGGGTCCCAGCCAGCGTCCCAGGGCCTAGATCTCCTCTC 
CTCCTCCACGGAGAAGCCTGGCCCACCGGGGGACCCGGACCCCATCGTGGCCTCCGAGGA 
GGCATCAGAAGTGCCCCTTTGGCTGGATCGAAAGGAGAGTGCGGTCCCTACAACACCCGC 
ACCCCTGCAAATCTCCCCCTTCACTTCGCAGCCCTATGTGGCCCACACACTCCCCCAGAG 
GCCAGAACCCGGGGAGCCTGGGCCTGACATGGCCCAGGAGGCCCCCCAGGAGGACACCAG 
CCCCATGGCCCTGATGGACAAAGGTGAGAATGAGCTGACTGGGTCAGCCTCAGAGGAGAG 
CCAGGAGACCACTACCTCCACCATTATCACCACCACGGTCATCACCACCGAGCAAGCACC 
AGCTCTCTGCAGTGTGAGCTTCTCCAATCCTGAGGGGTACATTGACTCCAGCGACTACCC 
ACTGCTGCCCCTCAACAACTTTCTGGAGTGCACATACAACGTGACAGTCTACACTGGCTA 
TGGGGTGGAGCTCCAGGTGAAGAGTGTGAACCTGTCCGATGGGGAACTGCTCTCCATCCG 
CGGGGTGGACGGCCCTACCCTGACCGTCCTGGCCAACCAGACACTCCTGGTGGAGGGGCA 
GGTAATCCGAAGCCCCACCAACACCATCTCCGTCTACTTCCGGACCTTCCAGGACGACGG 
CCTTGGGACCTTCCAGCTTCACTACCAGGCCTTCATGCTGAGCTGCAACTTTCCCCGCCG 
GCCTGACTCTGGGGATGTCACGGTGATGGACCTGCACTCAGGTGGGGTGGCCCACTTTCA 
CTG CC AC CTGG G CT ATGAG CT C C AGG G CG CTAAG ATG CTG AC ATG CAT C AATG CCTCC AA 
GCCGCACTGGAGCAGCCAGGAGCCCATCTGCTCAGCTCCTTGTGGAGGGGCAGTGCACAA 
TGCCACCATCGGCCGCGTCCTCTCCCCAAGTTACCCTGAAAACACCAATGGGAGCCAATT 
CTGC AT C TG G AC G ATTG AAG CT C C AG AG GG C C AG AAG CT G C AC C TG C ACTTTG AG AG G CT 
GTTG CTG C ATG AC AAGG AC AGG ATG ACG GTT C AC AG C G G G C AG A C C AACAAGTC AGCTCT 
TCTCTACGACTCCCTTCAAACCGAGAGTGTCCCTTTTGAGGGCCTGCTGAGCGAAGGCAA 
CACCATCCGCATCGAGTTCACGTCCGACCAGGCCCGGGCGGCCTCCACCTTCAACATCCG 
ATTTGAAGCGTTTGAGAAAGGCCACTGCTATGAGCCCTACATCCAGAATGGGAACTTCAC 
TACATCCGACCCGACCTATAACATTGGGACTATAGTGGAGTTCACCTGCGACCCCGGCCA 
CTCCCTGGAGCAGGGCCCGGCCATCATCGAATGCATCAATGTGCGGGACCCATACTGGAA 
TGACACAGAGCCCCTGTGCAGAGCCATGTGTGGTGGGGAGCTCTCTGCTGTGGCTGGGGT 
GGTATTGTCCCCAAACTGGCCCGAGCCCTACGTGGAAGGTGAAGATTGTATCTGGAAGAT 
CCACGTGGGAGAAGAGAAACGGATCTTCTTAGATATCCAGTTCCTGAATCTGAGCAACAG 
TGACATCTTGACCATCTACGATGGCGACGAGGTCATGCCCCACATCTTGGGGCAGTACCT 
TGGGAACAGTGGCCCCCAGAAACTGTACTCCTCCACGCCAGACTTAACCATCCAGTTCCA 
TTCGGACCCTGCTGGCCTCATCTTTGGAAAGGGCCAGGGATTTATCATGAACTACATAGA 
GGTATCAAGGAATGACTCCTGCTCGGATTTACCCGAGATCCAGAATGGCTGGAAAACCAC 
TTCTCACACGGAGTTGGTGCGGGGAGCCAGAATCACCTACCAGTGTGACCCCGGCTATGA 
CATCGTGGGGAGTGACACCCTCACCTGCCAGTGGGACCTCAGCTGGAGCAGCGACCCCCC 
ATTTTGTGAGAAAACGGAGGAGTCCCTGGCATGTGACAACCCAGGGCTGCCTGAAAATGG 
ATACCAAATCCTGTACAAGCGACTCTACCTGCCAGGAGAGTCCCTCACCTTCATGTGCTA 
CGAAGGCTTTGAGCTCATGGGTGAAGTGACCATCCGCTGCATCCTGGGACAGCCATCCCA 
CTGGAACGGGCCCCTGCCCGTGTGTAAAGTAGCAGAAGCGGCAGCAGAGACGTCGCTGGA 
AGGGGGGAACATGGCCCTGGCTATCTTCATCCCGGTCCTCATCATCTCCTTACTGCTGGG 
AGGAGCCTACATTTACATCACAAGATGTCGCTACTATTCCAACCTCCGCCTGCCTCTGAT 
GTACTCCCACCCCTACAGCCAGATCACCGTGGAAACCGAGTTTGACAACCCCATTTACGA 
GACAGGGGAAACCAGAGAGTATGAGGTTTCTATCTAAAGAG 

jORF Start: ATG at 8 f |ORF Stop: TAA at2S55 

|SEQIDNO:246 |949 aa |MW at )03496.qkD 

NOV38j, 
CG97012-05 
Protein 
Sequence 

MPAARPPAAGLRGISLFLALLLGSPAAALERDALPEGDASPLGPYLLPSGAPERGSPGKE 
HPEERWTAPPSSSQSAEVLGELVLDGTAPSAHHDIPALSPLLPEEARPKHALPPKKKLP 
SLKQVNSARKQLRPKATSAATVQRAGSQPASQGLDLLSSSTEKPGPPGDPDPIVASEEAS 
EVPLWLDRKESAVPTTPAPLQISPFTSQPYVAHTLPQRPEPGEPGPDMAQEAPQEDTSPM 
ALMDKGENELTGSASEESQETTTSTIITTTVITTEQAPALCSVS FSNPEGYIDSSDYPLL 
PLNNFLECTYNVTVYTGYGVELQVKSVNLSDGELLSIRGVDGPTLTVLANQTLLVEGQVI 
RSPTNTISVYFRTFQDDGLGTFQLHYQAFMLSCNFPRRPDSGDVTVMDLHSGGVAHFHCH 
LGYELQGAKMLTCINASKPHWSSQEPICSAPCGGAVHNATIGRVLSPSYPENTNGSQFCI 
WTIEAPEGQKLHLHFERLLLHDKDRMTVHSGQTNKSALLYDSLQTESVPFEGLLSEGNTI 
RIEFTSDQARAASTFNIRFEAFEKGHCYEPYIQNGNFTTSDPTYNIGTIVEFTCDPGHSL 
EQGPAIIECINVRDPYWNDTEPLCRAMCGGELSAVAGWLSPNWPEPYVEGEDCIWKIHV 
GEEKRIFLDIQFLNLSNSDILTIYDGDEVMPHILGQYLGNSGPQKLYSSTPDLTIQFHSD 
PAGLIFGKGQGFIMNYIEVSRNDSCSDLPEIQNGWKTTSHTELVRGARITYQCDPGYDIV 
GSDTLTCQWDLSWSSDPPFCEKTEESLACDNPGLPENGYQILYKRLYLPGESLTFRCYEG 
FELMGEVTIRCILGQPSHWNGPLPVCKVAEAAAETSLEGGNMALAIFIPVLIISLLLGGA 
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jYIYITRCRYYSNLRLPLMYSHPYSQITVETEFDNPIYETGETREYEVSI 

Sequence comparison of the above protein sequences yields the following sequence 
relationships shown in Table 38B. 


Table 38B. Comparison of NOV38a against NOV38b through NOV38j. 

Protein Sequence 

NOV38a Residues/ 
Match Residues 

Identities/ 

Similarities for the Matched Region 

NOV38b 

228..10I3 
! 1..797 

751/797 (94%) 
752/797 (94%) 

NOV38c 

393..86S 
I.. 474 

427/477 (89%) 
439/477 (91%) 

NOV38d 

30..1013 
30..1013 

944/984 (95%) 
944/984 (95%) 

NOV38e 

452..73S 
3..2S9 

285/287 (99%) 
287/287 (99%) 

NOV38f 

i 

452..73S 
3. .289 

285/287 (99%) 

287/287 (99%) • 

NOV38g 

452..73S 

3..2S9 ; 

284/287 (98%) 
2S7/287 (99%) 

NOV38h 

392..866 

2..477 1 

429/479 (89%) 
441/479(91%) 

NOV38i 

452..736 
1..285 

285/285 (100%) 
285/285 (100%) 

NOV38j 

30..872 
30..S73 

752/847 (88%) 
765/847 (89%) 


Two polymorphic variants of NOV38a have been identified and are shown in Table 
5 4 IP. Further analysis of the NOV38a protein yielded the following properties shown in 
Table 38C. 


Table 38C. Protein Sequence Properties NOV38a 

PSort analysis: 

0.6760 probability located in plasma membrane; 0.1800 probability located in 
nucleus: 0.1000 probability located in endoplasmic reticulum (membrane); 
0.1000 probability located in endoplasmic reticulum (lumen) 

SignalP analysis: 

Cleavage site between residues 29 and 30 


A search of the NOV38a protein against the Geneseq database, a proprietary 


database that contains sequences published in patents and patent publication, yielded several 
homologous proteins shown in Table 38D. 
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Table 38D. Geneseq Results for NOV38a 




1 

Geneseq 
Identifier 

Protein/Organism/Length 
[Patent #, DateJ 

NOV38a 
Residues/ 
Match 
Residues 

Identities/ 
Similarities for the 
Matched Region 

Expect 
Value 

AAU 12271 

Human PRO6094 
polypeptide sequence - 
Homo sapiens, 1023 aa. 
[WO2001 40466- A2, 07- 
JUN-2001] 

1..1013 
1..1023 

1013/1023 (99%) 
1013/1023 (99%) 

0.0 

ABG22405 

Novel human diagnostic 
protein #22396 - Homo 
sapiens, 990 aa. 
[WO200175067-A2, 11- 
OCT-2001] 

29.. 1013 
6..990 

983/985 (99%) 
984/985 (99%) 

0.0 

ABG05922 

1 

Novel human diagnostic 
protein #5913 - Homo 
sapiens, 990 aa. 
[WO2001 75067- A2, 11- 
OCT-2001] 

29..1013 
6..990 

983/985 (99%) 
9S4/985 (99%) 

0.0 

ABG01221 

: 

Novel human diagnostic 
protein #1212 -Homo 
sapiens, 982 aa. 
[WO2001 75067- A2. 11- 
OCT-2001] 

33..1013 
2..9S2 

981/981 (100%) 
981/981 (100%) 

0.0 

ABG22407 

Novel human diagnostic 
protein #22398 - Homo 
sapiens, 997 aa. 
[WO2001 75067- A2, 11- 
OCT-2001] 

29..1008 
6..996 

967/991 (97%) 
971/991 (97%) 

0.0 


In a BLAST search of public sequence datbases, the NOV38a protein was found to 
have homology to the proteins shown in the BLASTP data in Table 38E. 


Table 38E. Public BLASTP Results for NOV38a 

Protein 

Accession 

Number 

Protein/Organism/Length 

NOV38a 
Residues/ 
Match 
Residues 

Identities/ 
Similarities for the 
Matched Portion 

Expect 
Value 

Q9BYH1 

Seizure 6-like protein 
precursor - Homo sapiens 
(Human), 1024 aa. 

1..1013 
1..1024 

1013/1024 (98%) 
1013/1024 (98%) 

0.0 
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1 Q9Y2E1 

KIAA0927 protein - Homo 
sapiens (Human), 1001 aa 
(fragment). 

1..S72 
53. .925 

. 



821/876 (93%) 
834/876 (94%) 

0.0 

r 1 ■ 

! Q9Y3J6 

i 

Hypothetical 87.6 kDa 
protein (DJ268D13.1.2) 
(seizure related gene 6 
(mouse)-like (KIAA0927) 
(isoform 2)) - Homo sapiens 
(Human), 792 aa. 

228.. 1008 
1..791 

778/791 (98%) 
780/791 (98%) 

0.0 

Q9NUI3 

DJ268D13.I.3 (Seizure 
related gene 6 (Mouse)-like 
(K1AA0927) (Isoform 3))- 
Homo sapiens (Human), 777 
aa (fragment). 

228.. 1004 
1..777 

775/779 (99%) 
775/779 (99%) 

0.0 

095917 

1 

t 

Hypothetical 79.0 kDa 
protein (DJ268D13.1.1) 
(seizure related gene 6 
(mouse)-Iike (KIAA0927) 
(isoform 1)) - Homo sapiens 
(Human), 716 aa. 

228..S6S 
1..641 

641/641 (100%) 
641/641 (100%) 

0.0 


PFam analysis predicts that the NOV38a protein contains the domains shown in 


Table 38F. 


Table 38F. Domain Analysis of NOV38a 

Pfam Domain 

i 

j 

[ 

NOV38a Match Region 

Identities/ 
Similarities 

for the Matched Region 

Expect Value 

I sushi 

393..44S 

16/65 (25%) 
41/65 (63%) 

6e-06 

CUB 

452..559 

29/120 (24%) 
72/120 (60%) 

5.5e-09 

j 

j sushi 
i 

567..624 

19/67 (28%) 
44/67 (66%) 

4.5e-06 

IcUB 
i 

62S..736 

34/121 (28%) 
69/121 (57%) 

1.6c-15 

: sushi 

i 

745..800 

22/64 (34%) 
44/64 (69%) 

1.3e-14 

j sushi 
• 

806..865 

21/66 (32%) 
47/66 (71%) 

3.2e-ll 

sushi 

873..930 

20/65 (31%) 
47/65 (72%) 

4e-12 
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Example 39. 


The NOV39 clone was analyzed, and the nucleotide and encoded polypeptide 
sequences are shown in Table 39A. 


Table 39A. NOV39 Sequence Analysis 


SEQIDNO:247 j 1957 bp 1 

NOV39a, 
CG99754-01 
DNA Sequence 

CAGGTGAGCAAGAGGATGCTGGCGGGGGGCGTGAGGAGCATGCCCAGCCCCCTCCTGGCC 
TGCTGGCAGCCCATCCTCCTGCTGGTGCTGGGCTCAGTGCTGTCAGGCTCGGCCACGGGC 
TGCCCGCCCCGCTGCGAGTGCTCCGCCCAGGACCGCGCTGTGCTGTGCCACCGCAAGCGC 
TTTGTGGCAGTCCCCGAGGGCATCCCCACCGAGACGCGCCTGCTGGACCTAGGCAAGAAC 
CGCATCAAAACGCTCAACCAGGACGAGTTCGCCAGCTTCCCGCACCTGGAGGAGCTGGAG 
CTCAACGAGAACATCGTGAGCGCCGTGGAGCCCGGCGCCTTCAACAACCTCTTCAACCTC 
CGGACGCTGGGTCTCCGCAGCAACCGCCTGAAGCTCATCCCGCTAGGCGTCTTCACTGGC 
CTC AG C AAC CT G AC C AAG CTGG A CAT C AG CGAG AAC AAG AT C GTT AT C CT ACTG G ACT AC 
ATGTTTCAGGACCTGTACAACCTCAAGTCACTGGAGGTTGGCGACAATGACCTCGTCTAC 
AUCTCTCACCGCGCCTTCAGCGGCCTCAACAGCCTGGAGCAGCTGACGCTGGAGAAATGC 
AACCTGACCTCCATCCCCACCGAGGCGCTGTCCCACCTGCACGGCCTCATCGTCCTGAGG 
CTCCGGCACCTCAACATCAATGCCATCCGGGACTACTCCTTCAAGAGGCTGTACCGACTC 
AAGGTCTTGGAGATCTCCCACTGGCCCTACTTGGACACCATGACACCCAACTGCCTCTAC 
GGCCTCAACCTGACGTCCCTGTCCATCACACACTGCAATCTGACCGCTGTGCCCTACCTG 
GCCGTCCGCCACCTAGTCTATCTCCGCTTCCTCAACCTCTCCTACAACCCCATCAGCACC 
ATTGAGGGCTCCATGTTGCATGAGCTGCTCCGGCTGCAGGAGATCCAGCTGGTGGGCGGG 
CAGCTGGCCGTGGTGGAGCCCTATGCCTTCCGCGGCCTCAACTACCTGCGCGTGCTCAAT 
GTCTCTGGCAACCAGCTGACCACACTGGAGGAATCAGTCTTCCACTCGGTGGGCAACCTG 
GAGACACTCATCCTGGACTCCAACCCGCTGGCCTGCGACTGTCGGCTCCTGTGGGTGTTC 
CGGCGCCGCTGGCGGCTCAACTTCAACCGGCAGCAGCCCACGTGCGCCACGCCCGAGTTT 
GTCCAGGGCAAGGAGTTCAAGGACTTCCCTGATGTGCTACTGCCCAACTACTTCACCTGC 
CGCCGCGCCCGCATCCGGGACCGCAAGGCCCAGCAGGTGTTTGTGGACGAGGGCCACACG 
GTGCAGTTTGTGTGCCGGGCCGATGGCGACCCGCCGCCCGCCATCCTCTGGCTCTCACCC 
CGAAAGCACCTGGTCTCAGCCAAGAGCAATGGGCGGCTCACAGTCTTCCCTGATGGCACG 
CTGGAGGTGCGCTACGCCCAGGTACAGGACAACGGCACGTACCTGTGCATCGCGGCCAAC 
GCGGGCGGCAACGACTCCATGCCCGCCCACCTGCATGTGCGCAGCTACTCGCCCGACTGG 
CCCCATCAGCCCAACAAGACCTTCGCTTTCATCTCCAACCAGCCGGGCGAGGGAGAGGCC 
AACAGCACCCGCGCCACTGTGCCTTTCCCCTTCGACATCAAGACCCTCATCATCGCCACC 
ACCATGGGCTTCATCTCTTTCCTGGGCGTCGTCCTCTTCTGCCTGGTGCTGCTGTTTCTC 
TGGAGCCGGGGCAAGGGCAACACAAAGCACAACATCGAGATCGAGTATGTGCCCCGAAAG 
TCGGACGCAGGCATCAGCTCCGCCGACGCGCCCCGCAAGTTCAACATGAAGATGATATGA 
GGCCGGGGCGGGGGGCAGGGACCCCCGGGCGGCCGGGCAGGGGAAGGGGCCTGGCCGCCA 

CCTGCTCACTCTCCAGTCCTTCCCACCTCCTCCCTAC 

ORF Start: AT G at 1 6 \ jORF Stop: TGA at 1858 

JSEQ ID NO: 248 }614 aa |MW at 69145.1kD 

NOV39a, ' 
CG99754-01 
Protein Sequence 

MLAGGVRSMPSPLLACWQPILLLVLGSVLSGSATGCPPRCECSAQDRAVLCHRKRFVAVP 
EGIPTBTRLLDLGKNRIKTLNQDEPASFPHLEELELNENIVSAVBPGAFNNLPNLRTLGL 
RSNRLKIilPLGVFTGLSNLTKLDISENKIVILLDYMPQDLYNLKSLEVGDNDLVYISHRA 
FSGLNSLEQLTLEKCNLTSIPTEALSHLHGLIVLRLRHLNINAIRDYSFKRLYRLKVLEI 
SHWPYLDTMTPNCLYGLNLTSLSITHCNLTAVPYLAVRHLVYLRFLNLSYNPISTIEGSM 
LHELLRLQEIQLVGGQLAWEPYAFRGLNYLRVLNVSGNQLTTLEESVFHSVGNLETLIL 
DSNPLACDCRLLWVFRRRWRLNFNRQQPTCATPEFVQGKEFKDPPDVLLPNYFTCRRARI 
RDRICAQQVFVDEGHTVQFVCRADGDPPPAILWLSPRKHLVSAKSNGRLTVFPDGTLEVRY 
AQVQDNGTYLCIAANAGGNDSMPAHLHVRSYSPDWPHQPNKTFAFISNQPGEGEANSTRA 
TVPFPPDIKTLIIATTMGFISFLGWLFCLVLLFLWSRGKGNTKHNIEIEYVPRKSDAGI 
SSADAPRKFNMKM I 

|SEQIDNO:249 ]2015 bp 

NOV39b, [gagctgaggctggtggggggcgtgaggagcatgcccagccccctcctggcctgctggcag 
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CG99754-02 
DNA Sequence 

CCCATCCTCCTGCTGGTGCTGGGCTCAGTGCTGTCAGGCTCGGCCACGGGCTGCCCGCCC 
CGCTGCGAGTGCTCCGCCCAGGACCGCGCTGTGCTGTGCCACCGCAAGCGCTTTGTGGCA 
GTCCCCGAGGGCATCCCCACCGAGACGCGCCTGCTGGACCTAGGCAAGAACCGCATCAAA 
ACGCTCAACCAGGACGAGTTCGCCAGCTTCCCGCACCTGGAGGAGCTGGAGCTCAACGAG 
AACATCGTGAGCGCCGTGGAGCCCGGCGCCTTCAACAACCTCTTCAACCTCCGGACGCTG 
GGTCTCCGCAGCAACCGCCTGAAGCTCATCCCGCTAGGCGTCTTCACTGGCCTCAGCAAC 
CTGACCAAGCTGGACATCAGCGAGAACAAGATCGTTATCCTACTGGACTACATGTTTCAG 
GACCTGTACAACCTCAAGTCACTGGAGGTTGGCGACAATGACCTCGTCTACATCTCTCAC 
CGCGCCTTCAGCGGCCTCAACAGCCTGGAGCAGCTGACGCTGGAGAAATGCAACCTGACC 
TCCATCCCCACCGAGGCGCTGTCCCACCTGCACGGCCTCATCGTCCTGAGGCTCCGGCAC 
CTCAACATCAATGCCATCCGGGACTACTCCTTCAAGAGGCTGTACCGACTCAAGGTCTTG 
GAGATCTCCCACTGGCCCTACTTGGACACCATGACACCCAACTGCCTCTACGGCCTCAAC 
CTGACGTCCCTGTCCATCACACACTGCAATCTGACCGCTGTGCCCTACCTGGCCGTCCGC 
CACCTAGTCTATCTCCGCTTCCTCAACCTCTCCTACAACCCCATCAGCACCATTGAGGGC 
TCCATGTTGCATGAGCTGCTCCGGCTGCAGGAGATCCAGCTGGTGGGCGGGCAGCTGGCC 
GTGGTGGAGCCCTATGCCTTCCGCGGCCTCAACTACCTGCGCGTGCTCAATGTCTCTGGC 
AACCAGCTGACCACACTGGAGGAATCAGTCTTCCACTCGGTGGGCAACCTGGAGACACTC 
ATCCTGGACTCCAACCCGCTGGCCTGCGACTGTCGGCTCCTGTGGGTGTTCCGGCGCCGC 
TGGCGGL.TCAACTTCAACCGGCAGcAGCCCAuGTGC^ 1 lOluCAVAaLrv. 
AAGG AGTT C AAGG ACTTC C CT G ATGTG CT ACTG L. C C AA U I AL lit Av_ L 1 C L 0 v. v. vA. tj L. i- 
CGCATCCGGGACCGCAAGGCCCAGCAGGTGTTTGTGGACGAGGGCCACACGGTGCAGTTT 
GTGTGCCGGGCCGATGGCGACCCGCCGCCCGCCATCCTCTGGCTCTCACCCCGAAAGCAC 
CTGGTCTCAGCCAAGAGCAATGGGCGGCTCACAGTCTTTCCTGATGGCACGCTGGAGGTG 
CGCTACGCCCAGGTACAGGAlAAv-GGCACGTACC I (jCA 1 L<jLLitjv,uAAvA?v«vj<j^uijv^ 

aacgactccatgcccgcccacctgcatgtgcgcagctactcgcccgactggccccatcag 
cccaacaagaccttcgctttcatctccaaccagccgggcgagggagaggccaacagcacc 
cgcgccactgtgcctttccccttcgacatcaagaccctcatcatcgccaccaccatgggc 
ttcatctctttcctgggcgtcgtcctcttctgcctggtgctgctgtttctctggagccgg 
ggcaagggcaacacaaagcacaacatcgagatcgagtatgtgccccaaaagtcggacgca 
gg cat c ag c t c cg ccg acgcg cc c cgc aagtt c aacatgaag at gat atg ag gc cg gggc 
ggggggcagggacccccgggcggccgggcaggggaaggggcctggccgccacctgctcac 

TCTCCAGTCCTTCCCACCTCCTCCCTACCCTTCTACACACGTTCTCTTTCTCCCTCCCGC 

CTCCGTCCCCTGCTGCCCCCCACCAGCCTCAGCTC 

ORF Start: ATG at 3 1 ! jORF Stop: TGA at 1 849 


SEQIDNO:250 1606 aa |MW at 6S345JkD 

NOV39b, 
CG99754-02 
Protein Sequence 

MPSPLLACWQPILLLVLGSVLSGSATGCPPRCECSAQDRAVLCHRKRFVAVPEGIPTETR 
LLDLGKNRI KTLNQDEFAS FPHLEELELNENIVSAVEPGAFNNLFNLRTLGLRSNRLKLI 
PLGVFTGLSNLTKLDISENKIVILLDYMFQDLYNLKSLEVGDNDLVYISHRAFSGLNSLE 
QLTLEKCNLTSIPTEALSHLHGLIVLRLRHLNINAIRDYSFKRLYRLKVLEISHWPYLDT 
MTPNCLYGLNLTSLSITHCNLTAVPYLAVRHLVYLRFLNLSYNPISTIEGSMLHELLRLQ 
EIQLVGGQLAWEPYAFRGLNYLRVL^A^SGNQLTTLEESVFHSVGNLETLILDSNPLACD 
CRLLWVFRRRWRLNFNRQQPTCATPEFVQGKEFKDFPDVLLPNYFTCRRARIRDRICAQQV 
FVDEGHTVQFVCRADGDPPPAILWLSPRKHLVSAKSNGRLTVFPDGTLEVRYAQVQDNGT 
YLCIAANAGGNDSMPAHLHVRSYSPDWPHQPNKTFAFISNQPGEGEANSTRATVPFPFDI 
KTLI I ATTMGFI S FLG WLFCLVLLFLWSRGKGNTKHNI EI EYVPQKSDAGI SS ADAPRK 
FNMKMI 


Sequence comparison of the above protein sequences yields the following sequence 
relationships shown in Table 39B. 


Table 39B. Comparison of NOV39a against NOV39b. 

Protein Sequence 

NOV39a Residues/ 
Match Residues 

Identities/ 

Similarities for the Matched Region 

NOV39b 

9..614 
1..606 

563/606 (92%) 
564/606 (92%) 
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Six polymorphic variants of NOV39a have been identified and are shown in Table 
41Q. Further analysis of the NOV39a protein yielded the following properties shown in 
Table 39C. 

Table 39C Protein Sequence Properties NOV39a 

PSort analysis: 1 0.4600 probability located in plasma membrane; 0.1071 probability located in 
I microbody (peroxisome); 0.1000 probability located in endoplasmic reticulum 
] (membrane); 0.1000 probability located in endoplasmic reticulum (lumen) 

SignalP analysis: j Cleavage site between residues 36 and 37 

A search of the NOV39a protein against the Geneseq database, a proprietary 
5 database that contains sequences published in patents and patent publication, yielded several 
homologous proteins shown in Table 39D. 


Table 39D. Geneseq Results for NOV39a 

Geneseq 
Identifier 

AAB74705 

Protein/Organism/Length 
[Patent #, Date] 

£°™a identities/ 
Residues/ ! SimiIarities for the 

„ V? 1 Matched Region 
Residues ] 

Expect 
Value 

0.0 

Human membrane associated 
protein MEMAP-1 1 - Homo 
sapiens. 620 aa. 
[WO200112662-A2. 22- 
FEB-2001] 

1..614 
7..620 

614/614(100%) 
614/614(100%) 

AAW84596 

Amino acid sequence of the 
human Tango-79 protein - 
Homo sapiens. 6 1 4 aa. 
[WO9906427-A1, 11-FEB- 
1999] 

1..6I4 
1..614 

612/614(99%) 
612/614(99%) ' 

0.0 

AAB80225 

Human PR0227 protein - 
Homo sapiens, 620 aa. ■ 
[WO200104311-A1, 13- 
JAN-2001] 

1-614 
7..620 

612/614(99%) 
612/614(99%) - 

0.0 

AAU12333 

Human PR0227 polypeptide , 
sequence - Homo sapiens, 
620 aa. [WO200140466-A2. 
07-JUN-2001] 

1..614 
7..620 

612/614(99%) 
612/614(99%) 

0.0 

AAY13357 

Amino acid sequence of 
protein PR0227 - Homo 
sapiens, 620 aa. 
[W0991432S-A2,25-MAR- 
1999] 

1.-614 
7..620 

612/614(99%) 
612/614(99%) 

0.0 
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In a BLAST search of public sequence datbases, the NOV39a protein was found to 
have homology to the proteins shown in the BLASTP data in Table 39E. 


Table 39E. Public BLASTP Results for NOV39a 

Protein 

Accession 

Number 

! Protein/Organism/Length 

iNfjvjya 
Residues/ 
Match 
Residues 

Identities/ 
Similarities for the 
Matched Portion 

Expect 
Value 

Q96FE5 

Unknown (protein for 
MGC: 17422)- Homo 
sapiens (Human), 614 aa. 

1..614 
1..614 

614/614(100%) 
614/614(100%) 

0.0 

Q9N008 

Hypothetical 69.2 kDa 
protein - Macaco fasciculahs 
(Crab eating macaque) 
fCvnomolcyiiQ monkp\A 614 
aa. 

1.614 
1..614 

612/614(99%) 
613/614(99%) 

0.0 

Q9D1T0 

! 

Adult male testis cDNA. 
RIKEN full-length enriched 
library, clone:4930471K13, 
full insert sequence - Mus 
muscalus (Mouse), 614 aa. 

1 .614 
1 ..614 

610/614(99%) 
611/614(99%) 

0.0 

CAD38935 

Hypothetical protein - Homo 
sapiens (Human), 577 aa 
(fragment). 

3S..614 
L.577 

577/577 (100%) 
577/577(100%) 

0.0 

Q9BZ20 ; 

J 

BA438B23.1 (Neuronal 
leucine-rich repeat protein) 
(CDNA FLJ31 810 fis, clone 
NT2RI20092S9, weakly 
similar to carboxypeptidase 
N 83 kDa chain) - Homo 
sapiens (Human), 606 aa. 

14..614 
6..606 

365/603 (60%) 
468/603 (77%) 

0.0 


PFam analysis predicts that the NOV39a protein contains the domains shown in 
5 Table 39F. 


Table 39F. Domain Analysis of NOV39a 


— i 



Identities/ 


Pfam Domain 

i 
l 

NOV39a Match Region 

Similarities 
for the Matched 
Region 

Expect Value 

LRRNT 

35..64 

10/31 (32%) 
22/31 (71%) 

0.00079 
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LRR 

1 14.137 

9/25 (36%) 

0.061 

LRR 

186..209 

10/25(40%) 
19/25(76%) 

0.012 

LRR 

282..305 

7/25 (28%) 
17/25 (68%) 

0.72 

LRR 

I 

330..353 

7/25 (28%) 
20/25 (80%) 

0.19 

LRRCT 

363..416 

17/59 (29%) 
39/59(66%) 

0.0021 

ig 

1 

433..493 

15/64(23%) |2.le~09 
44/64 (69%) | 


Example 40. 


The NOV40 clone was analyzed, and the nucleotide and encoded polypeptide 
sequences are shown in Table 40A. 


Table 40A. NOV40 Sequence Analysis 

NOV40a, * 

|SEQ1D N0: 251 j889 bp j_ 

j GGG AG AAT CCTT CTTGG AA CAG AG ATGGGC C C AG AACTG AAT C AG ATG AAG AG AG AT AAG 

CG99777-01 
DNA Sequence 

5GTGTGATGTGGGGAAGACTATATAAAGAATGGACCCAGGGCTGCAGCAAGCACTCAACGG 
AATGGCCCCTCCTGGAGACACAGCCATGCATGTGCCGGCGGGCTCCGTGGCCAGCCACCT 
GGGGACCACGAGCCGCAGCTATTTCTATTTGACCACAGCCACTCTGGCTCTGTGCCTTGT 
CTTCACGGTGGCCACTATTATGGTGTTGGTCGTTCAGAGGACGGACTCCATTCCCAACTC 
ACCTGACAACGTCCCCCTCAAAGGAGGAAATTGCTCAGAAGACCTCTTATGTATCCTGAA 
AAG GG C T CC ATT C AAG AAGTC ATG GG C CT AC CT C C AAGTGG C AAAG C ATCTAAAC AAAAC 
CAAGTTGTCTTGGAACAAAGATGGCATTCTCCATGGAGTCAGATATCAGGATGGGAATCT 
GGTGATCCAATTCCCTGGTTTGTACTTCATCATTTGCCAACTGCAGTTTCTTGTACAATG 
CCCAAATAATTCTGTCGATCTGAAGTTGGAGCTTCTCATCAACAAGCATATCAAAAAACA 
G GCC CT G GTG AC AGTGTGTG AGT CTGG AATG CAAACG AAAC A C GT AT ACC AG AAT CTCTC 
TCAATTCTTGCTGGATTACCTGCAGGTCAACACCACCATATCAGTCAATGTGGATACATT 
CCAGTACATAGATACAAGCACCTTTCCTCTTGAGAATGTGTTGTCCATCTTCTTATACAG 
TAATTCAGACTGAACAGTTTCTCTTGGCCTTCAGGAAGAAAGCGCCTCTCCACCATACAG 

ITAtttcatccctccaaacacttgggcaaaaagaaaactttagaccaaga 

jORF Start: ATG at 89 j jORF Stop: TGA at 791 

,'SEQ ID NO: 252 " [234 aa |MW at 260i6.9kD 

NOV40a, 
CG99777-01 
Protein Sequence 

MDPGLQQALNGMA PPGDTAMHVPAGS VASHLGTTS RS YFY LTTATLALCLVFTVAT I MVL 
WQRTDS I PNSPDNVPLKGGNCSEDLLCILKRAPFKKSWAYLQVAKHLNKTKLSWNKDGI 
LHGVRYQDGNLVIQFPGLYFIICQLQFLVQCPNNSVDLKLELLINKHIKKQALVTVCESG 
MQTKHVYQNLSQFLLDYLQVNTTISVNVDTFQYIDTSTFPLENVLSIFLYSNSD 


SEQIDNO:253 {829 bp j 

NOV40b, 
CG99777-02 
DNA Sequence 

GGGAGAATCCTTCTTGGAACAGAGATGGGCCCAGAACTGAATCAGATGAAGAGAGATAAG 

GTGTGATGTGGGGAAGACTATATAAAGAATGGACCCAGGGCTGCAGCAAGCACTCAACGG 

AATGGCCCCTCCTGGAGACACAGCCATGCATGTGCCGGCGGGCTCCGTGGCCAGCCACCT 
GGGGACCACGAGCCGCAGCTATTTCTATTTGACCACAGCCACTCTGGCTCTGTGCCTTGT 
CTTCACGGTGGCCACTATTATGGTGTTGGTCGTTCAGAGGACGGACTCCATTCCCAACTC 
ACCTGACAACGTCCCCCTCAAAGGAGTGGCAAAGCATCTAAACAAAACCAAGTTGTCTTG 
GAACAAAGATGGCATTCTCCATGGAGTCAGATATCAGGATGGGAATCTGGTGATCCAATT 
CCCTGGTTTGTACTTCATCATTTGCCAACTGCAGTTTCTTGTACAATGCCCAAATAATTC 
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TGTCGATCTGAAGTTGGAGCTTCTCATCAACAAGCATATCAAAAAACAGGCCCTGGTGAC 
AGTGTGTGAGTCTGGAATGCAAACGAAACACGTATACCAGAATCTCTCTCAATTCTTGCT 
GGATTACCTGCAGGTCAACACCACCATATCAGTCAATGTGGATACATTCCAGTACATAGA 
TACAAGCACCTTTCCTCTTGAGAATGTGTTGTCCATCTTCCTATACAGTAATTCAGACTG 
AACAGTTTCTCTTGGCCTTCAGGAAGAAAGCGCCTCTCTACCATACAGTATTTCATCCCT 

CCAAACACTTGGGCAAAAAGAAAACTTTAGACCAAGAAGGATTCTCCTC 


ORF Start: AT G at 89 ] jORF Stop: TGA at 7 19 

NOvSbbT 
CG99777-02 
Protein Sequence 

SEQIDNO:254 ]210aa !mW at 23250.6kD 

MDPGLQQALNGMAPPGDTAMHVPAGSVASHLGTTSRSYFYLTTATLALCLVFTVATIMVL 
WQRTDSIPNSPDNVPLKGVAKHLNKTKLSWNKDGILHGVRYQDGNLVIQPPGLYFIICQ 
LQFLVQCPNNSVDLKLELLINKHIKKQALVTVCESGMQTKHVYQNLSQFLLDYLQVNTTI 
SVNVDTFQYIDTSTFPLENVLSI FLYSNSD 


Sequence comparison of the above protein sequences yields the following sequence 
relationships shown in Table 40B. 


Table <J0B. Comparison of NOV40a against NOV40b. 

Protein Sequence 

NOV40a Residues/ 
Match Residues • 

] Identities/ 

j Similarities for the Matched Region 

NOV40b 

1..234 
1..210 

' 210/234 (89%) 
] 210/234 (89%) 


Three polymorphic variants of NOV40b have been identified and are shown in 
Table 4 1R. 


5 Further analysis of the NOV40a protein yielded the following properties shown in 

Table 40C. 


Table 40C Protein Sequence Properties NOV40a 

PSort analysis: 

0.7900 probability located in plasma membrane; 0.3000 probability located in 
microbody (peroxisome); 0.3000 probability located in Golgi body; 0.2000 
probability located in endoplasmic reticulum (membrane) 

SignalP analysis: 

Cleavage site between residues 68 and 69 


A search of the NOV40a protein against the Geneseq database, a proprietary 


database that contains sequences published in patents and patent publication, yielded several 
homologous proteins shown in Table 40D. 

10 


Table 40D. Geneseq Results for NOV40a 

Geneseq 
Identifier 

Protein/Organisni/Length 
[Patent #, Date] 

NOV40a 
Residues/ 
Match 
Residues 

i 

Identities/ j „ r 
Similarities for the j y a | ue 
Matched Region J 
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AAU78086 

Human CD30-ligand 
(CD30L) protein sequence - 
Homo sapiens, 234 aa. 
[WO2002I1767-A2, 14- 
FEB-2002] 

1..234 
1..234 

234/234(100%) ; 
234/234(100%) 

; 

e-135 

AAR45009 

Sequence encoded by a 
human CD30-L cDNA clone 
encoding additional N- 
termina! amino acids - Homo 
sapiens, 234 aa. 
[W09324135-A, 09-DEC- 
1993] 

1..234 
1..234 

234/234(100%) je-135 
234/234(100%) j 

i 
* 

i 

i 

} 
t 

* 

AAR45007 

Sequence encoded by a 
human CD30-L cDNA clone 
- Homo sapiens, 2 1 5 aa. 
■ [WO9324135-A.09-DEC- 
1993] 

20..234 
L.215 

215/215(100%) 
215/215(100%) 

e-123 

! AAU78087 

Mouse CD30-ligand 
(CD30L) protein sequence - 
Mus sp, 239 aa. 
[WO200211767-A2, 14- 
FEB-2002] 

1..234 
1..239 

167/240 (69%) 
195/240 (80%) 

4e-92 

AAR45008 

Sequence encoded by a 
murine CD30-L cDNA clone 
encoding additional N- 
terminal amino acids - 
Acomys cahirinus, 239 aa. 
[W09324135-A, 09-DEC- 
1993] 

I. .234 
1..239 

167/240(69%) Ue-92 
195/240(80%) 

i 

i 

\ 

i 

t 

In a BLAST search of public sequence datbases, the NOV40a protein was found to 

have homology to the proteins shown in the BLASTP data in Table 40E. 


Table 40E. Public BLASTP Results for NOV40a 



Protein 

Accession 

Number 

Protein/Organism/Length 

NOV40a 
Residues/ 
Match 
Residues 

Identities/ 
Similarities for the 
Matched Portion 

Expect 
Value 

P32971 

Tumor necrosis factor ligand 
superfamily member 8 
(CD30 ligand) (CD30- L) 
(CD153 antigen) - Homo 
sapiens (Human), 234 aa. 

1..234 
1..234 

234/234(100%) 
234/234(100%) 

e-134 
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P32972 

i 

i 

i 

Tumor necrosis factor ligand 
superfamily member 8 
(CD30 ligand) (CD30- L) - 
Mm imtscuhts (Mouse), 239 
aa. 

1..234 
1..239 

167/240 (69%) 
195/240 (80%) 

le-91 

AAD46392 

CD30 LIGAND- j86..234 
EXOTOXIN A FUSION ! 48.. 196 
PROTEIN - synthetic j 
construct, 220 aa (fragment). J 

149/149(100%) 

1 AC\ ft AO (\ flAO/ \ 

9e-S3 

P41047 

Tumor necrosis factor ligand 
superfamily member 6 (FAS 
antigen ligand) - Mm 
muscithis (Mouse), 279 aa. 

97.. 195 
142..264 

31/123 (25%) 
53/123 (42%) 

0.056 

Q9WV90 

Fas ligand - Marmora monax : 
(Woodchuck), 169 aa 
(fragment). 

100.. 154 
44.. 101 

20/58 (34%) 
29/58 (49%) 

0.49 


PFam analysis predicts that the NOV40a protein contains the domains shown in 
Table 40F. 


Tnble 40F. Domain Analysis of NOV40a 


Pfam Domain I NOV40a Match Region 


ITNF 


193. .230 


Identities/ 
Similarities 

for the Matched Region 


Expect Value 


55/159 (35%) 
136/159(86%) 


1.6e-53 


Example B: Sequencing Methodology and Identification of NOVX Clones 

5 1. GeneCalling™ Technology: This is a proprietary method of performing 

differential gene expression profiling between two or more samples developed at CuraGen 
and described by Shimkets, et al, "Gene expression analysis by transcript profiling coupled 
to a gene database query" Nature Biotechnology 17:198-803 (1999). cDNA was derived 
from various human samples representing multiple tissue types, normal and diseased states, 

10 physiological states, and developmental states from different donors. Samples were 

obtained as whole tissue, primary cells or tissue cultured primary celts or cell lines. Cells 
and cell lines may have been treated with biological or chemical agents that regulate gene 
expression, for example, growth factors, chemokines or steroids. The cDNA thus derived 
was then digested with up to as many as 120 pairs of restriction enzymes and pairs of 

15 linker-adaptors specific for each pair of restriction enzymes were Iigated to the appropriate 
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end. The restriction digestion generates a mixture of unique cDNA gene fragments. Limited 
PCR amplification is performed with primers homologous to the linker adapter sequence 
where one primer is biotinylated and the other is fluorescently labeled. The doubly labeled 
material is isolated and the fluorescently labeled single strand is resolved by capillary gel 
5 electrophoresis. A computer algorithm compares the electropherograms from an 

experimental and control group for each of the restriction digestions. This and additional 
sequence-derived information is used to predict the identity of each differentially expressed 
gene fragment using a variety of genetic databases. The identity of the gene fragment is 
confirmed by additional, gene-specific competitive PCR or by isolation and sequencing of 
10 the gene fragment. ' 

2. SeqCalling™ Technology: cDNA was derived from various human samples 
representing multiple tissue types, normal and diseased states, physiological states, and 
developmental states from different donors. Samples were obtained as whole tissue, primary 
cells or tissue cultured primary cells or cell lines. Cells and cell lines may have been treated 

1 5 with biological or chemical agents that regulate gene expression, for example, growth 
factors, chemokines or steroids. The cDNA thus derived was then sequenced using 
CuraGen's proprietary SeqCalling technology. Sequence traces were evaluated manually 
and edited for corrections if appropriate. cDNA sequences from all samples were assembled 
together, sometimes including public human sequences, using bioinformatic programs to 

20 produce a consensus sequence for each assembly. Each assembly is included in CuraGen 
Corporation's database. Sequences were included as components for assembly when the 
extent of identity with another component was at least 95% over 50 bp. Each assembly 
represents a gene or portion thereof and includes information on variants, such as splice 
forms single nucleotide polymorphisms (SNPs), insertions, deletions and other sequence 

25 variations. 

3. PathCalling™ Technology: The NOVX nucleic acid sequences are derived 
by laboratory screening of cDNA library by the two-hybrid approach. cDNA fragments 
covering either the full length of the DNA sequence, or part of the sequence, or both, are 
sequenced. In silico prediction was based on sequences available in CuraGen Corporation's 

30 proprietary sequence databases or in the public human sequence databases, and provided 
either the fiill length DNA sequence, or some portion thereof. 

The laboratory screening was performed using the methods summarized below: 
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cDNA libraries were derived from various human samples representing multiple 
tissue types, normal and diseased states, physiological states : and developmental states from 
different donors. Samples were obtained as whole tissue, primary cells or tissue cultured 
primary cells or cell lines. Cells and cell lines may have been treated with biological or 
5 chemical agents that regulate gene expression, for example, growth factors, chemokines or 
steroids. The cDNA thus derived was then directionally cloned into the appropriate 
two-hybrid vector (GaI4-activation domain (Gal4-AD) fusion). Such cDNA libraries as well 
as commercially available cDNA libraries from Clontech (Palo Alto, CA) were then 
transferred from E.coli into a CuraGen Corporation proprietary yeast strain (disclosed in U. 
10 S. Patents 6,057,101 and 6,083,693, incorporated herein by reference in their entireties). 

Gal4-binding domain (Gal4-BD) fusions of a CuraGen Corportion proprietary 
library of human sequences was used to screen multiple Gal4-AD fusion cDMA libraries 
resulting in the selection of yeast hybrid diploids in each of which the Gal4-AD fusion 
contains an individual cDNA. Each sample was amplified using the polymerase chain 

15 reaction (PCR) using non-specific primers at the cDNA insert boundaries. Such PCR 

product was sequenced; sequence traces were evaluated manually and edited for corrections 
if appropriate. cDNA sequences from all samples were assembled together, sometimes 
including public human sequences, using bioinformatic programs to produce a consensus 
sequence for each assembly. Each assembly is included in CuraGen Corporation's database. 

20 Sequences were included as components for assembly when the extent of identity with 

another component was at least 95% over 50 bp. Each assembly represents a gene or portion 
thereof and includes information on variants, such as splice forms single nucleotide 
polymorphisms (SNPs), insertions, deletions and other sequence variations. 

Physical clone: the cDNA fragment derived by the screening procedure, covering 
25 the entire open reading frame is, as a recombinant DNA, cloned into pACT2 plasmid 
(Clontech) used to make the cDNA library. The recombinant plasmid is inserted into the 
host and selected by the yeast hybrid diploid generated during the screening procedure by 
the mating of both CuraGen Corporation proprietary yeast strains N106' and YULH (U. S. 
Patents 6,057,101 and 6,0S3,693). 

30 4. RACE: Techniques based on the polymerase chain reaction such as rapid 

amplification of cDNA ends (RACE), were used to isolate or complete the predicted 
sequence of the cDNA of the invention. Usually multiple clones were sequenced from one 
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or more human samples to derive the sequences for fragments. Various human tissue 
samples from different donors were used for the RACE reaction. The sequences derived 
from these procedures were included in the SeqCalling Assembly process described in 
preceding paragraphs. 

5 5. Exon Linking: The NOVX target sequences identified in the present 

invention were subjected to the exon linking process to confirm the sequence. PCR primers 
were designed by starting at the most upstream sequence available, for the forward primer, 
and at the most downstream sequence available for the reverse primer. In each case, the 
sequence was examined, walking inward from the respective termini toward the coding 

10 sequence, until a suitable sequence that is either unique or highly selective was encountered, 
or, in the case of the reverse primer, until the stop codon was reached. Such primers were 
designed based on in silico predictions for the full length cDNA, part (one or more exons) 
of the DNA or protein sequence of the target sequence, or by translated homology of the 
predicted exons to closely related human sequences from other species. These primers were 

15 then employed in PCR amplification based on the following pool of human cDNAs: 

adrenal gland, bone marrow, brain - amygdala, brain - cerebellum, brain - hippocampus, 
brain - substantia nigra, brain - thalamus, brain -whole, fetal brain, fetal kidney, fetal liver, 
fetal lung, heart, kidney, lymphoma - Raji, mammary gland, pancreas, pituitary gland, 
placenta, prostate, salivary gland, skeletal muscle, small intestine, spinal cord, spleen, 

20 stomach, testis, thyroid, trachea, uterus. Usually the resulting amplicons were gel purified, 
cloned and sequenced to high redundancy. The PCR product derived from exon linking was 
cloned into the pCR2.1 vector from Invitrogen. The resulting bacterial clone has an insert 
covering the entire open reading frame cloned into the pCR2.1 vector. The resulting 
sequences from all clones were assembled with themselves, with other fragments in 

25 CuraGen Corporation's database and with public ESTs. Fragments and ESTs were included 
as components for an assembly when the extent of their identity with another component of 
the assembly was at least 95% over 50 bp. In addition, sequence traces were evaluated 
manually and edited for corrections if appropriate. These procedures provide the sequence 
reported herein. 

30 6. Physical Clone: Exons were predicted by homology and the intron/exon 

boundaries were determined using standard genetic rules. Exons were further selected and 
refined by means of similarity determination using multiple BLAST (for example. tBlastN, 
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BlastX, and BlastN) searches, and, in some instances, GeneScan and Grail. Expressed 
sequences from both public and proprietary databases were also added when available to 
further define and complete the gene sequence. The DNA sequence was then manually 
corrected for apparent inconsistencies thereby obtaining the sequences encoding the 
5 fiill-length protein. 

The PCR product derived by exon linking, covering the entire open reading frame, 
was cloned into the pCR2.1 vector from Invitrogen to provide clones used for expression 
and screening purposes. 

Example C: Quantitative expression analysis of clones in various cells and 

10 tissues 

The quantitative expression of various clones was assessed using microtiter plates 
containing RNA samples from a variety of normal and pathology-derived cells, cell lines 
and tissues using real time quantitative PCR (RTQ PCR). RTQ PCR was performed on an 
Applied Biosystems ABI PRISM® 7700 or an ABI PRISM'* 7900 HT Sequence Detection 

15 System. Various collections of samples are assembled on the plates, and referred to as Panel 
1 (containing normal tissues and cancer cell lines), Panel 2 (containing samples derived 
from tissues from normal and cancer sources), Panel 3 (containing cancer cell lines), Pane! 
4 (containing cells and cell lines from normal tissues and cells related to inflammatory 
conditions), Panel 5D/5I (containing human tissues and cell lines with an emphasis on 

20 metabolic diseases), Al^comprehensivejanel (containing normal tissue and samples from 
autoimmune/autoinflammatory diseases), Panel CNSD.01 (containing samples from normal 
and diseased brains) and CNSjieurodegeneration _panel (containing samples from normal 
and Alzheimer's diseased brains). 

RNA integrity from all samples is controlled for quality by visual assessment of 
25 agarose gel electropherograms using 28S and 18S ribosomal RNA staining intensity ratio as 
a guide (2:1 to 2.5:1 28s: 18s) and the absence of low molecular weight RNAs that would be 
indicative of degradation products. Samples are controlled against genomic DNA 
contamination by RTQ PCR reactions run in the absence of reverse transcriptase using 
probe and primer sets designed to amplify across the span of a single exon. 

30 First, the RNA samples were normalized to reference nucleic acids such as 

constitutively expressed genes (for example, p-actin and GAPDH). Normalized RNA (5 ul) 
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was converted to cDNA and analyzed by RTQ-PCR using One Step RT-PCR Master Mix 
Reagents (Applied Biosystems; Catalog No. 4309169) and gene-specific primers according 
to the manufacturer's instructions. 

In other cases, non-normalized RNA samples were converted to single strand cDNA 
5 (sscDNA) using Superscript II (Invitrogen Corporation; Catalog No. 18064-147) and 

random hexamers according to the manufacturer's instructions. Reactions containing up to 
10 ng of total RNA were performed in a volume of 20 \i\ and incubated for 60 minutes at 42 
°C. This reaction can be scaled up to 50 jag of total RNA in a final volume of 100 
sscDNA samples are then normalized to reference nucleic acids as described previously, 
10 using IX TaqMan® Universal Master mix (Applied Biosystems; catalog No. 4324020), 
following the manufacturer's instructions. 

Probes and primers were designed for each assay according to Applied Biosystems 
Primer Express Software package (version I for Apple Computer's Macintosh Power PC) or 
a similar algorithm using the target sequence as input. Default settings were used for 

15 reaction conditions and the following parameters were set before selecting primers: primer 
concentration = 250 nM, primer melting temperature (Tm) range = 58 °-60 °C, primer 
optimal Tm = 59 °C, maximum primer difference = 2 °C, probe does not have 5'G, probe 
Tm must be 10 °C greater than primer Tm, amplicon size 75bp to lOObp. The probes and 
primers selected (see below) were synthesized by Synthegen (Houston, TX, USA). Probes 

20 were double purified by HPLC to remove uncoupled dye and evaluated by mass 

spectroscopy to verify coupling of reporter and quencher dyes to the 5' and 3* ends of the 
probe, respectively. Their final concentrations were: forward and reverse primers, 900 nM 
each, and probe, 200 nM. 

PCR conditions: When working with RNA samples, normalized RNA from each 
25 tissue and each cell line was spotted in each well of either a 96 well or a 384-well PCR plate 
(Applied Biosystems). PCR cocktails included either a single gene specific probe and 
primers set, or two multiplexed probe and primers sets (a set specific for the target clone 
and another gene-specific set multiplexed with the target probe). PCR reactions were set up 
using TaqMan® One-Step RT-PCR Master Mix (Applied Biosystems, Catalog No. 
30 43 1 3803) following manufacturer's instructions. Reverse transcription was performed at 

48°C for 30 minutes followed by amplification/PCR cycles as follows: 95°C 10 min, then 40 
cycles of 95 °C for 15 seconds, 60 °C for 1 minute. Results were recorded as CT values 
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(cycle at which a given sample crosses a threshold level of fluorescence) using a log scale, 
with the difference in RNA concentration between a given sample and the sample with the 
lowest CT value being represented as 2 to the power of delta CT. The percent relative 
expression is then obtained by taking the reciprocal of this RNA difference and multiplying 
5 by 100. 

When working with sscDNA samples, normalized sscDNA was used as described 
previously for RNA samples. PCR reactions containing one or two sets of probe and 
primers were set up as described previously, using IX TaqMan® Universal Master mix 
(Applied Biosystems; catalog No. 4324020), following the manufacturer's instructions. PCR 
10 amplification was performed as follows: 95 °C 10 min, then 40 cycles of 95 °C for 15 

seconds, 60 °C for 1 minute. Results were analyzed and processed as described previously. 

Panels 1, 1.1, 1.2, and 1.3D 

The plates for Panels 1, 1.1, 1.2 and 1. 3D include 2 control wells (genomic DNA 
control and chemistry control) and 94 wells containing cDNA from various samples. The 

15 samples in these panels are broken into 2 classes: samples derived from cultured cell lines 
and samples derived from primary normal tissues. The cell lines are derived from cancers of 
the following types: lung cancer, breast cancer, melanoma, colon cancer, prostate cancer, 
CNS cancer, squamous cell carcinoma, ovarian cancer, liver cancer, renal cancer, gastric 
cancer and pancreatic cancer. Cell lines used in these panels are widely available through 

20 the American Type Culture Collection (ATCC), a repository for cultured cell lines, and 
were cultured using the conditions recommended by the ATCC. The normal tissues found 
on these panels are comprised of samples derived from all major organ systems from single 
adult individuals or fetuses. These samples are derived from the following organs: adult 
skeletal muscle, fetal skeletal muscle, adult heart, fetal heart, adult kidney, fetal kidney, 

25 adult liver, fetal liver, adult lung, fetal lung, various regions of the brain, the spleen, bone 
marrow, lymph node, pancreas, salivary gland, pituitary gland, adrenal gland, spinal cord, 
thymus, stomach, small intestine, colon, bladder, trachea, breast, ovary, uterus, placenta, 
prostate, testis and adipose. 

In the results for Panels 1, 1 .1, 1 .2 and 1 .3D, the following abbreviations are used: 

30 ca. = carcinoma, 

5,5 = established from metastasis, 
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met = metastasis, 

s cell var = small cell variant, 

non-s = non-sin = non-small, 

squam = squamous, 

pi. eff = pi effusion = pleural effusion, 

g!io = glioma, 

astro = astrocytoma, and 

neuro = neuroblastoma. 

General_screening_panel_vl.4, vl.5 and vl.6 

The plates for Panels 1 .4, vl.5 and vl .6 include two control wells (genomic DNA 
control and chemistry control) and 94 wells containing cDNA from various samples. The 
samples in Panels 1.4, vl.5 and vl.6 are broken into 2 classes: samples derived from 
cultured cell lines and samples derived from primary normal tissues. The cell lines are 
derived from cancers of the following types: lung cancer, breast cancer, melanoma, colon 
cancer, prostate cancer, CNS cancer, squamous cell carcinoma, ovarian cancer, liver cancer, 
renal cancer, gastric cancer and pancreatic cancer. Cell lines used in Panels 1.4, vl.5 and 
vl .6 are widely available through the American Type Culture Collection (ATCC), a 
repository for cultured cell lines, and were cultured using the conditions recommended by 
the ATCC. The normal tissues found on Panels 1 .4, vl.5 and vl.6 are comprised of pools of 
samples derived from all major organ systems from 2 to 5 different adult individuals or 
fetuses. These samples are derived from the following organs: adult skeletal muscle, fetal 
skeletal muscle, adult heart, fetal heart, adult kidney, fetal kidney, adult liver, fetal liver, 
adult lung, fetal lung, various regions of the brain, the spleen, bone marrow, lymph node, 
pancreas, salivary gland, pituitary gland, adrenal gland, spinal cord, thymus, stomach, small 
intestine, colon, bladder, trachea, breast, ovary, uterus, placenta, prostate, testis and adipose. 
Abbreviations are as described for Panels 1 , 1 . 1 , 1 .2, and 1 .3D. 

Panels 2D, 2.2, 2.3 and 2.4 

The plates for Panels 2D, 2.2, 2.3 and 2.4 generally include two control wells and 94 
test samples composed of RNA or cDNA isolated from human tissue procured by surgeons 
working in close cooperation with the National Cancer Institute's Cooperative Human 
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Tissue Network (CHTN) or the National Disease Research Initiative (NDRI) or from Ardais 
or Clinomics. The tissues are derived from human malignancies and in cases where 
indicated many malignant tissues have "matched margins" obtained from noncancerous 
tissue just adjacent to the tumor. These are termed normal adjacent tissues and are denoted 
5 "NAT" in the results below. The tumor tissue and the "matched margins" are evaluated by 
two independent pathologists (the surgical pathologists and again by a pathologist at NDRI/ 
CHTN/Ardais/Clinomics). Unmatched RNA samples from tissues without malignancy 
(normal tissues) were also obtained from Ardais or Clinomics. This analysis provides a 
gross histopathological assessment of tumor differentiation grade. Moreover, most samples 

10 include the original surgical pathology report that provides information regarding the 

clinical stage of the patient. These matched margins are taken from the tissue surrounding 
(i.e. immediately proximal) to the zone of surgery (designated "NAT", for normal adjacent 
tissue, in Table RR). In addition, RNA and cDNA samples were obtained from various 
human tissues derived from autopsies performed on elderly people or sudden death victims 

15 (accidents, etc.). These tissues were ascertained to be free of disease and were purchased 
from various commercial sources such as Clontech (Palo Alto, CA), Research Genetics, and 
Invitrogen. General oncology screening panel_v_2.4 is an updated version of Panel 2D. 

HASS Panel v 1.0 

The HASS panel v 1.0 plates are comprised of 93 cDNA samples and two controls. 

20 Specifically, 81 of these samples are derived from cultured human cancer cell lines that had 
been subjected to serum starvation, acidosis and anoxia for different time periods as well as 
controls for these treatments, 3 samples of human primary cells, 9 samples of malignant 
brain cancer (4 medulloblastomas and 5 glioblastomas) and 2 controls. The human cancer 
cell lines are obtained from ATCC (American Type Culture Collection) and fall into the 

25 following tissue groups: breast cancer, prostate cancer, bladder carcinomas, pancreatic 
cancers and CNS cancer cell lines. These cancer cells are all cultured under standard 
recommended conditions. The treatments used (serum starvation, acidosis and anoxia) have 
been previously published in the scientific literature. The primary human cells were 
obtained from Clonetics (Walkersville, MD) and were grown in the media and conditions 

30 recommended by Clonetics. The malignant brain cancer samples are obtained as part of a 
collaboration (Henry Ford Cancer Center) and are evaluated by a pathologist prior to 
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CuraGen receiving the samples . RNA was prepared from these samples using the standard 
procedures. The genomic and chemistry control wells have been described previously. 

ARDAIS Panel v 1.0 

The plates for ARDAIS panel v 1.0 generally include 2 control wells and 22 test 
5 samples composed of RNA isolated from human tissue procured by surgeons working in 
close cooperation with Ardais Corporation. The tissues are derived from human lung 
malignancies (lung adenocarcinoma or lung squamous cell carcinoma) and in cases where 
indicated many malignant samples have "matched margins" obtained from noncancerous 
lung tissue just adjacent to the tumor. These matched margins are taken from the tissue 

10 surrounding (i.e. immediately proximal) to the zone of surgery (designated "NAT", for 
normal adjacent tissue) in the results below. The tumor tissue and the "matched margins" 
are evaluated by independent pathologists (the surgical pathologists and again by a 
pathologist at Ardais). Unmatched malignant and non-malignant RNA samples from lungs 
were also obtained from Ardais. Additional information from Ardais provides a gross 

1 5 histopathological assessment of tumor differentiation grade and stage. Moreover, most 
samples include the original surgical pathology report that provides information regarding 
the clinical state of the patient. 

Panels 3D and 3.1 

The plates of Panels 3D and 3.1 are comprised of 94 cDNA samples and two control 
20 samples. Specifically, 92 of these samples are derived from cultured human cancer cell 

lines, 2 samples of human primary cerebellar tissue and 2 controls. The human cell lines are 
generally obtained from ATCC (American Type Culture Collection), NCI or the German 
tumor cell bank and fall into the following tissue groups: Squamous cell carcinoma of the 
tongue, breast cancer, prostate cancer, melanoma, epidermoid carcinoma, sarcomas, bladder 
25 carcinomas, pancreatic cancers, kidney cancers, leukemias/lymphomas, 

ovarian/uterine/cervical, gastric, colon, lung and CNS cancer cell lines. In addition, there 
are two independent samples of cerebellum. These cells are all cultured under standard 
recommended conditions and RNA extracted using the standard procedures. The cell lines 
in panel 3D and 1.3D are of the most common cell lines used in the scientific literature. 
30 Oncology_cellJine_screening_panei_v3.2 is an updated version of Panel 3. The cell lines 
in panel 3D, 3.1, 1 .3D and oncology_cellJine_screening_panel_v3.2 are of the most 
common cell lines used in the scientific literature. 
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Panels 4D, 4R, and 4.1D 

Panel 4 includes samples on a 96 well plate (2 control wells, 94 test samples) 
composed of RNA (Panel 4R) or cDNA (Panels 4D/4.1D) isolated from various human cell 
lines or tissues related to inflammatory conditions. Total RNA from control normal tissues 
5 such as colon and lung (Stratagene, La Jolla, CA) and thymus and kidney (Clontech) was 
employed. Total RNA from liver tissue from cirrhosis patients and kidney from lupus 
patients was obtained from BioChain (Biochain Institute, Inc., Hayward, CA). Intestinal 
tissue for RNA preparation from patients diagnosed as having Crohn's disease and 
ulcerative colitis was obtained from the National Disease Research Interchange (NDRI) 
10 (Philadelphia, PA). 

Astrocytes, Jung fibroblasts, dermal fibroblasts, coronary artery smooth muscle cells, 
small airway epithelium, bronchial epithelium, microvascular dermal endothelial cells, 
microvascular lung endothelial cells, human pulmonary aortic endothelial cells, human 
umbilical vein endothelial cells were all purchased from Clonetics (Walkersvilie, MD) and 

1 5 grown in the media supplied for these cell types by Clonetics. These primary cell types were 
activated with various cytokines or combinations of cytokines for 6 and/or 12-14 hours, as 
indicated. The following cytokines were used; IL-1 beta at approximately l-5ng/ml, TNF 
alpha at approximately 5-10ng/ml, IFN gamma at approximately 20-50ng/mi, 1L-4 at 
approximately 5-10ng/ml, IL-9 at approximately 5-l0ng/ml, IL-13 at approximately 

20 5-10ng/ml. Endothelial cells were sometimes starved for various times by culture in the 
basal media from Clonetics with 0.1% serum. 

Mononuclear cells were prepared from blood of employees at CuraGen Corporation, 
using Ficoll. LAK cells were prepared from these cells by culture in DM EM 5% FCS 
(Hyclone), !00j.iM non essential amino acids (Gibco/Life Technologies, Rockville, MD), 1 

25 itiM sodium pyruvate (Gibco), mercaptoethanol 5.5xlO' 5 M (Gibco), and 1 0 mM Hepes 
(Gibco) and Interleukin 2 for 4-6 days. Cells were then either activated with 10-20ng/ml 
PMA and l-2jig/ml ionomycin, IL-12 at 5-10ng/ml, IFN gamma at 20-50ng/ml and IL-1 8 at 
5-10ng/ml for 6 hours. In some cases, mononuclear cells were cultured for 4-5 days in 
DMEM 5% FCS (Hyclone), 100 fiM non essential amino acids (Gibco), 1 mM sodium 

30 pyruvate (Gibco), mercaptoethanol 5.5x1 0" 5 M (Gibco), and 10 mM Hepes (Gibco) with 
PHA (phytohemagglutinin) or PWM (pokeweed mitogen) at approximately 5 fig/ml. 
Samples were taken at 24, 48 and 72 hours for RNA preparation. MLR (mixed lymphocyte 
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reaction) samples were obtained by taking blood from two donors, isolating the 
mononuclear cells using Ficoll and mixing the isolated mononuclear cells 1 :1 at a final 
concentration of approximately 2x1 0 6 cells/ml in DMEM 5%FCS (Hyclone), 100 \xM non 
essential amino acids (Gibco), 1 mM sodium pyruvate (Gibco), mercaptoethanol 
5 (5.5xl0°M) (Gibco), and 10 mM Hepes (Gibco). The MLR was cultured and samples taken 
at various time points ranging from 1- 7 days for RNA preparation. 

Monocytes were isolated from mononuclear cells using CD 14 Miltenyi Beads. +ve 
VS selection columns and a Vario Magnet according to the manufacturer's instructions. 
Monocytes were differentiated into dendritic cells by culture in DMEM 5% fetal calf serum 

10 (FCS) (Hyclone, Logan, UT), 100 jliM non essential amino acids (Gibco), 1 mM sodium 

pyruvate (Gibco), mercaptoethanol 5.5xl0" 5 M (Gibco), and 10 mM Hepes (Gibco), 50ng/ml 
GMCSF and 5ng/ml IL-4 for 5-7 days. Macrophages were prepared by culture of 
monocytes for 5-7 days in DMEM 5% FCS (Hyclone), 100 ^iM non essential amino acids 
(Gibco), 1 mM sodium pyruvate (Gibco), mercaptoethanol 5.5x1 0°M (Gibco), 10 mM 

15 Hepes (Gibco) and 10% AB Human Serum or MCSF at approximately 50ng/ml. 

Monocytes, macrophages and dendritic cells were stimulated for 6 and 12-14 hours with 
lipopolysaccharide (LPS) at lOOng/ml. Dendritic cells were also stimulated with anti-CD40 
monoclonal antibody (Pharmingen) at 10 ng/ml for 6 and 12-14 hours. 

CD4 lymphocytes, CDS lymphocytes and NK cells were also isolated from 
20 mononuclear cells using CD4, CDS and CD56 Miltenyi beads, positive VS selection 

columns and a Vario Magnet according to the manufacturer's instructions. CD45RA and 
CD45RO CD4 lymphocytes were isolated by depleting mononuclear cells of CDS, CD56, 
CD14 and CD19 cells using CDS, CD56, CD14 and CD1 9 Miltenyi beads and positive 
selection. CD45RO beads were then used to isolate the CD45RO CD4 lymphocytes with the 
25 remaining cells being CD45RA CD4 lymphocytes. CD45RA CD4, CD45RO CD4 and CDS 
lymphocytes were placed in DMEM 5% FCS (Hyclone), 100 jliM non essential amino acids 
(Gibco), 1 mM sodium pyruvate (Gibco), mercaptoethanol 5.5xlO" 5 M (Gibco), and 10 mM 
Hepes (Gibco) and plated at 10 b cells/ml onto Falcon 6 well tissue culture plates that had 
been coated overnight with 0.5 |.ig/ml anti-CD28 (Pharmingen) and 3ug/ml anti-CD3 
30 (OKT3, ATCC) in PBS. After 6 and 24 hours, the cells were harvested for RNA 

preparation. To prepare chronically activated CD8 lymphocytes, we activated the isolated 
CDS lymphocytes for 4 days on anti-CD28 and anti-CD3 coated plates and then harvested 
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the cells and expanded them in DMEM 5% FCS (Hyclone), 100 \iM non essential amino 
acids (Gibco), 1 mM sodium pyruvate (Gibco), mercaptoethanol 5.5xlO" 5 M (Gibco), and 10 
mM Hepes (Gibco) and IL-2. The expanded CD8 cells were then activated again with plate 
bound anti-CD3 and anti-CD28 for 4 days and expanded as before. RNA^vvas isolated 6 and 
5 24 hours after the second activation and after 4 days of the second expansion culture. The 
isolated NK cells were cultured in DMEM 5% FCS (Hyclone), 100 jiiM non essential amino 
acids (Gibco), 1 mM sodium pyruvate (Gibco), mercaptoethanol 5.5xlO" 5 M (Gibco), and 10 
mM Hepes (Gibco) and IL-2 for 4-6 days before RNA was prepared. 

To obtain B cells, tonsils were procured from NDRI. The tonsil was cut up with 
1 0 sterile dissecting scissors and then passed through a sieve. Tonsil cells were then spun down 
and resupended at 10 6 cells/ml in DMEM 5% FCS (Hyclone), 100 \iM non essential amino 
acids (Gibco), 1 mM sodium pyruvate (Gibco), mercaptoethanol 5.5xl0" 5 M (Gibco), and 10 
mM Hepes (Gibco). To activate the cells, we used PWM at 5 ug/ml or anti-CD40 
(Pharmingen) at approximately 10 ug/ml and IL-4 at 5-10ng/ml. Cells were harvested for 
] 5 RNA preparation at 24, 48 and 72 hours. 

To prepare the primary and secondary Thl/Th2 and Trl cells, six-well Falcon plates 
were coated overnight with 10 ug/ml anti-CD28 (Pharmingen) and 2ug/ml OKT3 (ATCC), 
and then washed twice with PBS. Umbilical cord blood CD4 lymphocytes (Poietic Systems, 
German Town, MD) were cultured at 10 5 -10 6 cells/ml in DMEM 5% FCS (Hyclone), 100 

20 uM non essential amino acids (Gibco), 1 mM sodium pyruvate (Gibco), mercaptoethanol 
5.5xl0' 5 M (Gibco), 10 mM Hepes (Gibco) and IL-2 (4ng/ml). IL-12 (5ng/ml) and anti-IL4 
(l^ig/ml) were used to direct to Thl, while IL-4 (5ng/ml) and anti-IFN gamma (1 ug/ml) 
were used to direct to Th2 and IL-10 at 5ng/ml was used to direct to Trl. After 4-5 days, the 
activated Thl, Th2 and Trl lymphocytes were washed once in DMEM and expanded for 

25 4-7 days in DMEM 5% FCS (Hyclone), 100 fiM non essential amino acids (Gibco), 1 mM 
sodium pyruvate (Gibco), mercaptoethanol 5,5x1 0°M (Gibco), 10 mM Hepes (Gibco) and 
IL-2 (lng/ml). Following this, the activated Thl, Th2 and Trl lymphocytes were 
re-stimulated for 5 days with anti-CD2S/OKT3 and cytokines as described above, but with 
the addition of anti-CD95L (1 ^ig/ml) to prevent apoptosis. After 4-5 days, the Thl, Th2 and 

30 Trl lymphocytes were washed and then expanded again with IL-2 for 4-7 days. Activated 
Thl and Th2 lymphocytes were maintained in this way for a maximum of three cycles. 
RNA was prepared from primary and secondary Thl, Th2 and Trl after 6 and 24 hours 
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following the second and third activations with plate bound anti-CD3 and anti-CD28 mAbs 
and 4 days into the second and third expansion cultures in Interleukin 2. 

The following leukocyte cells lines were obtained from the ATCC: Ramos, EOL-K 
KU-812. EOL cells were further differentiated by culture in 0.1 mM dbcAMP at 
5 5x1 0 5 cells/ml for 8 days, changing the media every 3 days and adjusting the cell 

concentration to 5xl0 5 cells/ml. For the culture of these cells, we used DMEM or RPMI (as 
recommended by the ATCC), with the addition of 5% FCS (Hyclone), 100 \xM non 
essential amino acids (Gibco), 1 mM sodium pyruvate (Gibco), mercaptoethano) 5.5x1 0" 5 M 
(Gibco), 10 mM Hepes (Gibco). RNA was either prepared from resting cells or cells 

10 activated with PMA at lOng/ml and ionomycin at l|Ag/ml for 6 and 14 hours. Keratinocyte 
line CCD 106 and an airway epithelial tumor line NC1-H292 were also obtained from the 
ATCC. Both were cultured in DMEM 5% FCS (Hyclone), 100 ^tM non essential amino 
acids (Gibco), 1 mM sodium pyruvate (Gibco), mercaptoethanol 5.5x1 0°M (Gibco), and 10 
mM Hepes (Gibco). CCD1 106 cells were activated for 6 and 14 hours with approximately 5 

15 ng/ml TNF alpha and Ing/ml IL-1 beta, while NCI-H292 cells were activated for 6 and 14 
hours with the following cytokines: 5ng/ml IL-4, 5ng/ml IL-9, 5ng/ml IL-1 3 and 25ng/ml 
IFN gamma. 

For these cell lines and blood cells, RNA was prepared by lysing approximately 
10 7 cells/ml using Trizol (Gibco BRL). Briefly, 1/10 volume of bromochloropropane 

20 (Molecular Research Corporation) was added to the RNA sample, vortexed and after 1 0 
minutes at room temperature, the tubes were spun at 14,000 rpm in a Sorvall SS34 rotor. 
The aqueous phase was removed and placed in a 15ml Falcon Tube. An equal volume of 
isopropanol was added and left at -20 °C overnight. The precipitated RNA was spun down 
at 9,000 rpm for 1 5 min in a Sorvall SS34 rotor and washed in 70% ethanol. The pellet was 

25 redissolved in 300 jaI of RNAse-free water and 35 |il buffer (Promega) 5 ^il DTT, 7|il 
RNAsin and 8^1 DNAse were added. The tube was incubated at 37 °C for 30 minutes to 
remove contaminating genomic DNA, extracted once with phenol chloroform and 
re-precipitated with 1/10 volume of 3M sodium acetate and 2 volumes of 100% ethanol. 
The RNA was spun down and placed in RNAse free water. RNA was stored at -80 °C. 

30 AI_comprehensive panel_vl.0 

The plates for Al^comprehensive panel_vl .0 include two control wells and 89 test 
samples comprised of cDNA isolated from surgical and postmortem human tissues obtained 
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from the Backus Hospital and Clinomics (Frederick, MD). Total RNA was extracted from 
tissue samples from the Backus Hospital in the Facility at CuraGen. Total RNA from other 
tissues was obtained from Clinomics. 

Joint tissues including synovial fluid, synovium, bone and cartilage were obtained 
5 from patients undergoing total knee or hip replacement surgery at the Backus Hospital. 

Tissue samples were immediately snap frozen in liquid nitrogen to ensure that isolated RNA 
was of optimal quality and not degraded. Additional samples of osteoarthritis and 
rheumatoid arthritis joint tissues were obtained from Clinomics. Normal control tissues 
were supplied by Clinomics and were obtained during autopsy of trauma victims. 

10 Surgical specimens of psoriatic tissues and adjacent matched tissues were provided 

as total RNA by Clinomics. Two male and two female patients were selected between the 
ages of 25 and 47. None of the patients were taking prescription drugs at the time samples 
were isolated. 

Surgical specimens of diseased colon from patients with ulcerative colitis and 
15 Crohns disease and adjacent matched tissues were obtained from Clinomics. Bowel tissue 
from three female and three male Crohn's patients between the ages of 41-69 were used. 
Two patients were not on prescription medication while the others were taking 
dexamethasone, phenobarbital, or tylenol. Ulcerative colitis tissue was from three male and 
four female patients. Four of the patients were taking lebvid and two were on phenobarbital. 

20 Total RNA from post mortem lung tissue from trauma victims with no disease or 

with emphysema, asthma or COPD was purchased from Clinomics. Emphysema patients 
ranged in age from 40-70 and all were smokers, this age range was chosen to focus on 
patients with cigarette-linked emphysema and to avoid those patients with 
alpha- lanti-trypsin deficiencies. Asthma patients ranged in age from 36-75, and excluded 

25 smokers to prevent those patients that could also have COPD. COPD patients ranged in age 
from 35-80 and included both smokers and non-smokers. Most patients were taking 
corticosteroids, and bronchodilators. 

In the labels employed to identify tissues in the AI_comprehensive panel_vl.O 
panel, the following abbreviations are used; 

30 AI = Autoimmunity 

Syn = Synovial 
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Normal = No apparent disease 


Rep22 /Rep20 = individual patients 


RA = Rheumatoid arthritis 


Backus = From Backus Hospital 


5 


OA = Osteoarthritis 


(SS) (BA) (MF) = Individual patients 


Adj = Adjacent tissue 


Match control = adjacent tissues 


-M = Male 


10 


-F = Female 


COPD = Chronic obstructive pulmonary disease 
Panels 5D and 51 

The plates for Panel 5D and 51 include two control wells and a variety of cDNAs 
isolated from human tissues and cell lines with an emphasis on metabolic diseases. 
15 Metabolic tissues were obtained from patients enrolled in the Gestational Diabetes study. 
Cells were obtained during different stages in the differentiation of adipocytes from human 
mesenchymal stem cells. Human pancreatic islets were also obtained. 

In the Gestational Diabetes study subjects are young (18-40 years), otherwise 
healthy women with and without gestational diabetes undergoing routine (elective) 

20 Caesarean section. After delivery of the infant, when the surgical incisions were being 

repaired/closed, the obstetrician removed a small sample (<1 cc) of the exposed metabolic 
tissues during the closure of each surgical level. The biopsy material was rinsed in sterile 
saline, blotted and fast frozen within 5 minutes from the time of removal. The tissue was 
then flash frozen in liquid nitrogen and stored, individually, in sterile screw-top tubes and 

25 kept on dry ice for shipment to or to be picked up by CuraGen. The metabolic tissues of 
interest include uterine wall (smooth muscle), visceral adipose, skeletal muscle (rectus) and 
subcutaneous adipose. Patient descriptions are as follows: 


Patient 2 


Diabetic Hispanic, overweight, not on insulin 


Patient 7-9 Nondiabetic Caucasian and obese (BMI>30) 
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Patient 10 Diabetic Hispanic, overweight, on insulin 

Patient 1 1 Nondiabetic African American and overweight 

Patient 12 Diabetic Hispanic on insulin 

Adipocyte differentiation was induced in donor progenitor cells obtained from 
5 Osirus (a division of Clonetics/BioWhittalcer) in triplicate, except for Donor 3U which had 
only two replicates. Scientists at Clonetics isolated, grew and differentiated human 
mesenchymal stem cells (HuMSCs) for CuraGen based on the published protocol found in 
Mark F. Pittenger, et al, Multilineage Potential of Adult Human Mesenchymal Stem Cells 
Science Apr 2 1999: 143-147. Clonetics provided Trizol lysates or frozen pellets suitable 
10 for mRNA isolation and ds cDNA production. A general description of each donor is as 
follows: 

Donor 2 and 3 U: Mesenchymal Stem cells, Undifferentiated Adipose 
Donor 2 and 3 AM: Adipose, AdiposeMidway Differentiated 
Donor 2 and 3 AD: Adipose, Adipose Differentiated 

15 Human cell lines were generally obtained from ATCC (American Type Culture 

Collection), NCI or the German tumor cell bank and fall into the following tissue groups: 
kidney proximal convoluted tubule, uterine smooth muscle cells, small intestine, liver 
HepG2 cancer cells, heart primary stromal cells, and adrenal cortical adenoma cells. These 
cells are all cultured under standard recommended conditions and RNA extracted using the 

20 standard procedures. All samples were processed at CuraGen to produce single stranded 
cDNA. 

Panel 51 contains all samples previously described with the addition of pancreatic 
islets from a 58 year old female patient obtained from the Diabetes Research Institute at the 
University of Miami School of Medicine. Islet tissue was processed to total RNA at an 
25 outside source and delivered to CuraGen for addition to panel 51. 

In the labels employed to identify tissues in the 5D and 51 panels, the following 
abbreviations are used: 

GO Adipose = Greater Omentum Adipose 

SK = Skeletal Muscle 
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UT = Uterus 
PL = Placenta 

AD = Adipose Differentiated 
AM = Adipose Midway Differentiated 
5 U = Undifferentiated Stem Cells 

Pane! CNSD.01 

The plates for Panel CNSD.01 include two control wells and 94 test samples 
comprised of cDNA isolated from postmortem human brain tissue obtained from the 
Harvard Brain Tissue Resource Center. Brains are removed from calvaria of donors 
10 between 4 and 24 hours after death, sectioned by neuroanatomists, and frozen at -80°C in 
liquid nitrogen vapor. All brains are sectioned and examined by neuropathologists to 
confirm diagnoses with clear associated neuropathology. 

Disease diagnoses are taken from patient records. The panel contains two brains 
from each of the following diagnoses: Alzheimer's disease, Parkinson's disease, 

15 Huntington's disease, Progressive Supernuclear Palsy, Depression, and "Normal controls". 
Within each of these brains, the following regions are represented: cingulate gyrus, 
temporal pole, globus palladus, substantia nigra, Brodman Area 4 (primary motor strip), 
Brodman Area 7 (parietal cortex), Brodman Area 9 (prefrontal cortex), and Brodman area 
17 (occipital cortex). Not all brain regions are represented in all cases; e.g., Huntington's 

20 disease is characterized in part by neurodegeneration in the globus palladus, thus this region 
is impossible to obtain from confirmed Huntington's cases. Likewise Parkinson's disease is 
characterized by degeneration of the substantia nigra making this region more difficult to 
obtain. Normal control brains were examined for neuropathology and found to be free of 
any pathology consistent with neurodegeneration. 

25 In the labels employed to identify tissues in the CNS panel, the following 

abbreviations are used: 

PSP = Progressive supranuclear palsy 

Sub Nigra = Substantia nigra 

Glob Palladus= Globus palladus 
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Temp Pole = Temporal pole 

Cing Gyr = Cingulate gyrus 

BA 4 = Brodman Area 4 

Panel CNSJNeurodegeneration_V1.0 

5 The plates for Panel CNSJsleurodegenerationJVLO include two control wells and 

47 test samples comprised of cDNA isolated from postmortem human brain tissue obtained 
from the Harvard Brain Tissue Resource Center (McLean Hospital) and the Human Brain 
and Spinal Fluid Resource Center (VA Greater Los Angeles Healthcare System). Brains are 
removed from calvaria of donors between 4 and 24 hours after death, sectioned by 
10 neuroanatomists, and frozen at -80°C in liquid nitrogen vapor. All brains are sectioned and 
examined by neuropathologists to confirm diagnoses with clear associated neuropathology. 

Disease diagnoses are taken from" patient records. The panel contains six brains from 
Alzheimer's disease (AD) patients, and eight brains from "Normal controls" who showed no 
evidence of dementia prior to death. The eight normal control brains are divided into two 

15 categories: Controls with no dementia and no Alzheimer's like pathology (Controls) and 
controls with no dementia but evidence of severe Alzheimer's like pathology, (specifically 
senile plaque load rated as level 3 on a scale of 0-3; 0 = no evidence of plaques, 3 = severe 
AD senile plaque load). Within each of these brains, the following regions are represented: 
hippocampus, temporal cortex (Brodman Area 21), parietal cortex (Brodman area 7), and 

20 occipital cortex (Brodman area 1 7). These regions were chosen to encompass all levels of 
neurodegeneration in AD. The hippocampus is a region of early and severe neuronal loss in 
AD; the temporal cortex is known to show neurodegeneration in AD after the hippocampus; 
the parietal cortex shows moderate neuronal death in the late stages of the disease; the 
occipital cortex is spared in AD and therefore acts as a "control" region within AD patients. 

25 Not all brain regions are represented in all cases. 

In the labels employed to identify tissues in the CNSJsleurodegenerationJVLO 
panel, the following abbreviations are used: 

AD = Alzheimer's disease brain; patient was demented and showed AD-like 
pathology upon autopsy 

30 Control = Control brains; patient not demented, showing no neuropathology 
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Control (Path) = Control brains; pateint not demented but showing sever 
AD-like pathology 

SupTemporal Ctx = Superior Temporal Cortex 

Inf Temporal Ctx = Inferior Temporal Cortex 

5 

A. CG133274-02: Induced Myeloid Leukemia Cell 
Differentiation Protein MCL-l-like Protein. 

Expression of gene CG133274-02 was assessed using the primer-probe set Ag7050, 
described in Table AA. Results of the RTQ-PCR runs are shown in Table AB. 

1 0 Table AA . Probe Name Ag7050 


Primers 

Sequences 

t lL jStart 
Len S th 'Position 

SEQ ID No 

jForvvard 

5' -gtctcgtggttgcgctg-3 ' 

17 |450 

255 

Probe 

1 1 

TET-5 • - 

tcgtaaggtctccagcgccttcctg- 
3 ' -TAMRA 

25 

485 

256 

[Reverse 

5 • -gattggcgccaaggaca-3 1 ] 

17 (541 [257 


Table AB . General_screening_panel_y 1 .6 


Tissue Name 

Rel. Exp.(%) 
Ag7050, Run 
282273858 

Rel. Exp.(%) 
Tissue Name Ag7050, Run 
]282273858 

Adipose 

100.0 

Renal ca. TK-10 J59.5 

Melanoma* Hs688(A)~T 1 
Melanoma 218 Hs688(B).T 

33.7 

Bladder }60.7 

34.9 

Gastric ca. (liver met.) L- . 
NCI-N87 j 

Melanoma* M14 

33.0 

Gastric ca. KATO III J59.0 

Melanoma* LOXIMVI 

49.0 

Colon ca. SW-948 jl9.8 

Melanoma* SK-MEL-5 

22.8 

Colon ca. SW480 [36.1 

Squamous cell carcinoma 
SCC-4 

19.2 

Colon ca.* (SW480 met) L n 
SW620 ] 

Testis Pool 

12.7 1 

Colon ca. HT29 

28.7 

Prostate ca.* (bone met) 
PC-3 

44.4 

Colon ca. HCT-116 

56.6 

Prostate Pool 

18.3 

Colon ca. CaCo-2 

24.0 

Placenta 

27.2 

Colon cancer tissue 

69.3 

Uterus Pool 

14.0 

Colon ca.SWlll6 

12.1 


321 


WO 2003/023008 


PCT/US2002/028596 


Ovarian ca. OVCAR-3 

46.3 

jColon ca. Colo-205 

10.2 

Ovarian ca. SK-OV-3 

53.6 

jColon ca. SVV-4S 

Jl 1.0 

Ovarian ca. OVCAR-4 

32.1 

jColon Pool 

14.4 

Ovarian ca. OVCAR-5 

55.5 

jSmall Intestine Pool 

24.5 ^ 

Ovarian ca. IGROV-l 

31.4 

jStomach Pool 

193 J_" 

Ovarian ca. OVCAR-8 

J34.4 

jBone Marrow Pool 


Ovary 

21.5 

jFetal Heart 

13.5 

Breast ca. MCF-7 

72.2 

(Heart Pool 

13.9 

Breast ca. MDA-MB-237 

60.3 jLymph Node Pool 


Dieasi ca. t> l j4y 

81.2 

[Fetal Skeletal Muscle 

0.5 

Breast ca. T47D 

18.2 

jSkeletal Muscle Pool 

17.0 

Breast ca. MDA-N 

12.3 

jopieen root 

59.9 

Breast Pool 

114.6 

1 1 nymus rooi 

24.0 

Trachea 

44.1 

CNS cancer (glio/astro) 

I TQ*7 

Uo / -MO 

82.4 

Lung 

j„.5 

cino cancer ^giio/asiioj 
U-118-MG 

42.3 

Fetal Lung 

81.2 

CNS cancer (neuro;met) 
SK-N-AS 

46.7 

Lungca. NCI-N417 

15.3 

CNS cancer (astro) SF- 
539 

22.1 

i 

Lungca. LX-I 

61.6 

CNS cancer (astro) SNB- 
75 

45.4 

Lungca. NCI-H146 

17.8 

CNS cancer (glio) SNB- 
19 

31.9 

Lung ca. SHP-77 

55.9 

CNS cancer (glio) SF-295 

60.7 

Lungca. A549 <2S.l 

Brain (Amygdala) Pool 

6.9 

Lungca. NCI-H526 

25.2 

Brain (cerebellum) 

12.7 

Lung ca. NCI-H23 ^ ! 

90.1 

Brain (fetal) 

10.0 

Lung ca. NCI-H460 

37.1 

Brain (Hippocampus) 
Pool 

10.2 

Lung ca. HOP-62 

27.2 

Cerebral Cortex Pool 

8.4 

Lungca. NCI-H522 

33.9 

Brain (Substantia nigra) 
Pool 

7 O 

Liver 

2.7 

Brain (Thalamus) Pool 

7.6 

Fetal Liver 

UA 

Brain (whole) 

4.5 

Liver ca. HepG2 

20.4 

Spinal Cord Pool 

22.8 

Kidney Pool 

40.9 

Adrenal Gland 

19.9 

Fetal Kidney 

11-3 

Pituitary gland Pool 

5.9 

Renal ca. 786-0 

31.6 | 

Salivary Gland 

7.3 

|Renal ca. A49S 

12.3 (Thyroid (female) 

30.6 

[Renal ca. ACHN 

31.9 | 

Pancreatic ca. CAPAN2 

25.7 

[Renaica. 06-31 

33.9 [Pancreas Pool 

29.7 
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General_screening_panel_vl.6 Summary: Ag7050 Highest expression of this 
gene is seen in adipose (CT=25). This gene is ubiquitously expressed in this panel, with 
high to moderate expression seen in brain, colon, gastric, lung, breast, ovarian, and 
melanoma cancer cell lines. This expression profile suggests a role for this gene product in 
5 cell survival and proliferation. Modulation of this gene product may be useful in the 
treatment of cancer. 

Among tissues with metabolic function, this gene is expressed at high to moderate 
levels in pituitary, adipose, adrenal gland, pancreas, thyroid, and adult and fetal skeletal 
muscle, heart, and liver. This widespread expression among these tissues suggests that this 
10 gene product may play a role in normal neuroendocrine and metabolic function and that 
disregulated expression of this gene may contribute to neuroendocrine disorders or 
metabolic diseases, such as obesity and diabetes. 

This gene is also expressed at moderate levels in the CNS, including the 
hippocampus, thalamus, substantia nigra, amygdala, cerebellum and cerebral cortex. 
15 Therefore, therapeutic modulation of the expression or function of this gene may be useful 
in the treatment of neurologic disorders, such as Alzheimer's disease, Parkinson's disease, 
schizophrenia, multiple sclerosis, stroke and epilepsy. 

B. CG134430-01: RIKEN cDNA 2310034L04 Like Gene. 

Expression of gene CGI 34430-01 was assessed using the primer-probe set Ag7372, 
20 described in Table BA. Results of the RTQ-PCR runs are shown in Table BB. 


Table BA . Probe Name Ag7372 


Primers 

(Sequences 

t 

Length 

Start 
Position 

SEQ ID No 

Forward 

;5»- ] 
icatttgaagtggtgtctacacttataaa |28 

1:3.' . . 

789 

258 

Probe 

ITET- 5 1 - 

lagtcctgtccctctggtgcttctcac- 
;3 1 -TAMRA' 

— — 
26 

SIS 

259 

Reverse 

I 5 '" 

iggcatagatatttcctgattacttcata 
it-3' 

29 

S60 

260 


Table BB . Panel 4. ID 
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1 - "■- 

ITissue Name 

| 

Rel. Exp.(%) j 

Ag7372, Run (Tissue Name 

305065597 \ 

't»-1 17 /(>/ \ 

iRel. Exp.(%) 
Ag7372, Run 

;JvJVuJJ7 I 

(Secondary Thl act 

46.7 <HUVEC IL-lbeta 

19.1 

Secondary Th2 act 

51.1 IHUVEC IFN gamma 

1 -J A 

17.9 

Secondary Trl act 

9? Q IHUVEC TNF alpha + IFN 
'gamma 

3.2 

Secondary Thl rest 

6.1 iHUVEC TNF alpha + IL4 

3.9 _ 

Secondary Th2 rest 

16.8 ;huvecil-ii 

1.5 ' * _ 

Secondary Trl rest 

|13.9 

Lung Microvascular EC none 


Primary Thl act 

— — — 

25.2 

Lung Microvascular EC 
TNFalpha+ IL-lbeta 

8.1 

Primary Th2 act 

80.7 

Microvascular Dermal EC 
none 

3.6 

Primary Trl act 

? jMicrosvasular Dermal EC 
]TNFalpha + IL-lbeta 

4.0 

Primary Thl rest U.4 fef* 1 

jTNFalpha+ ILlbeta 

1.4 

Primary Th2 rest 

5.4 

Small airway epithelium none 

4.™ — 

Primary Trl rest 

0.0 

Small airway epithelium 
TNFalpha+ IL-lbeta 

31.6 

;CD45RA CD4 
[lymphocyte act 
CD45RO^ 
lymphocyte act 

100.0 

37.9 

Coronery artery SMC rest 

Coronery artery SMC 
TNFalpha + IL-lbeta ; 

6.0 
10.4 

< CDS lymphocyte act ; 1 8 2 

Astrocytes rest 

22 ~~ 

(Secondary CDS - 
[lymphocyte rest i * 

Astrocytes TNFalpha + IL- ! 
lbeta , 

1.7 

Secondary CDS j g 
lymphocyte act \ 

KU-812 (Basophil) rest 

8.1 
11.3 

CD4 lymphocyte none J13.1 j™; 8 ! 2 (BaS0 ? hil > 

_ . . . „ i jPMA/ionomycin \ 

2ry Thl/Th2/Trl anti- 
CD95CH11 

2 { 0 |CCD 1 1 06 (Keratinocy tes) 1 
;none 

18.3 

LAK cells rest 

s . ICCD 1 106 (Keratinocytes) 
jTNFalpha + IL-lbeta 

4.6 

LAK cells IL-2 

41.8 {Liver cirrhosis 

3.9 

LAK cells IL-2+ILT2" 

1.3 'NCI-H292 none 

8.4 

LAK cells IL-2+IFN 
gamma 

4.0 

NCI-H292 IL-4 

6.4 

LAK cells 1L-2+ IL-18 

3.4 j 

NCI-H292 IL-9 

9.0 

LAK cells 
PMA/ionomycin 

36.3 |NCI-H292IL-13 

7.5 

NK Cells IL-2 rest 

82.4 (NCI-H292 IFN gamma J2.1 

Two Way MLR 3 day 

14.0 (HPAECnone 

7.4 

Two Way MLR 5 day 

0.0 

HPAEC TNF alpha + IL-1 
beta 

32.1 
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Two Way MLR 7 day ]9.1 

Lung fibroblast none ■ 

11.9 

PBMC rest 

8.3 

'Lung fibroblast TNF alpha + j 
jlL-1 beta ! 

0.0 

PBMC PWM 

8.2 

lung fibroblast IL-4 J 

9.5 

PBMC PHA-L 

6.6 

jLung fibroblast IL-9 16.4 

Ramos (B cell) none 

9.1 


Lung fibroblast IL- 13 

10.6 

Ramos (B cell) ionomycin 

30.1 

jLung fibroblast IFN gamma_ i 

9.1 

B lymphocytes PWM 

i . .. 

9.5 

Dermal fibroblast CCD1070 
irest 

25.7 

B lymphocytes CD40L 
and IL-4 

41.2 

Dermal fibroblast CCD 1 070 
TNF alpha 

47.3 

EOL-1 dbcAMP 

29.7 

Dermal fibroblast CCD1 070 
IL-1 beta 

22.2 

EOL-1 dbcAMP 
jPMA/ionomycin 

22.8 

Dermal fibroblast IFN gamma 

8.9 

[Dendritic cells none 

13.8 


Dermal fibroblast IL-4 

ri i.8 

jDendritic cells LPS 

9.2 

iDermal Fibroblasts rest 1 1 5.0 J 

jDendritic cells anti-CD40 j9.8 

jNeutrophils TNFa+LPS 

31.2 

jMonocytes rest 

13.1 

^Neutrophils rest 

98.6 

jMonocytes LPS 

16.2 

]Colon _ _ 

5.4 j. " ; 

{Macrophages rest 

4.9 

?Lung 

4.5 

[Macrophages LPS 

K.;„, : 

iThymus 

16.2 

iHUVEC none — 

137.1 


iKidney 

30.8 

|hUVEC starved 

,10.8 


j 

j . „ ... - . , 



Panel 4.1D Summary: Ag7372 This gene is widely expressed at low levels in 
many samples on this panel. Highest expression of this gene is seen in CD45RA CD4 cells, 
naive T cells that have been activated with CD3 and CD28 (CT=32.6). Significant 


expression is also seen in both acutely and chronically activated T cells, resting neutrophils 
5 and NK cells. Based on the widespread expression of this gene in cells of significance to the 
autoimmune response, modulation of the expression or function of this gene may be useful 
in the treatment of autoimmune disease, including T cell mediated diseases such as asthma, 
arthritis, psoriasis, inflammatory bowel disease, and lupus. 

C CG137677-01 and CG137697-01: RIKEN 5730409G15-like 
10 protein. 

Expression of gene CG137677-01 and CG137697-01 was assessed using the primer- 
probe sets Ag4928 and Ag4927, described in Tables CA and CB. Results of the RTQ-PCR 
runs are shown in Tables CC, CD and CE. 

Table CA . Probe Name Ag4928 
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Primers 

Sequences 

Length 

Start 
Position 

SEQ ID No 

Forward 

5 ' -tcagatgggaagtggaagct-3 ' 

20 

935 

261 

Probe 

TET- 5 1 - 

ccagaaactgtttccctacagagagca 
-3 ' -TAMRA 

27 

963 

262 

Reverse 

5 ' -aggttcagcattgccatct-3 ' 

19 

995 

26? 


Table CB . Probe Name Ag4927 


Primers 

Forward 

Sequences 

Length {Start PositioniSEQ ID No 

5 • -ccccaggcatacatcttca-3 • 

19 jS71 

264 

Probe 

TET- 5 ' - 

actgtcacagccgggtcctcgag- 
3 ' -TAMRA 

23 

593 

265 

Reverse 

5 1 -gaggccattgagaaggacat- 
3 • 

20 

629 

266 


Table CC . CNSjieurodegeneration vl.O 


Tissue Name 

Rel. Exp.(%) 
Ag4927, Run 
224735008 

Rel. Exp.(%) | |Rel. Exp.(%) !ReL Exp.(%) 
Ag4928, Run ^Tissue Name |Ag4927, Run |Ag4928 3 Run 
224735009 '224735008 ]224735009 

AD 1 Hippo 

4.7 T4.2 [Control (PatlJ 3 } 
■ Temporal Ctx j 

11.7 

AD 2 Hippo ?42.3 

66 9 jControl (Path) 4 
Temporal Ctx 

32.8 

51.8 

AD 3 Hippo 

4.9 

7.9 

AD t Occipital 
Ctx 

14.4 

9.1 

AD 4 Hippo 

9.8 

12.6 

AD 2 Occipital 
Ctx (Missing) 

0.0 

0.0 

AD 5 hippo 

65.5 

83.5 

AD 3 Occipital 
Ctx 

3.9 

4.9 

AD 6 Hippo 

40.6 

82.9 

AD 4 Occipital 
Ctx 

23.7 

18.2 

Control 2 Hippo 

23.5 

25.7 

AD 5 Occipital 
Ctx 

0.0 

66.4 

Control 4 Hippo 

16.0 

17.7 

AD 6 Occipital 
Ctx 

33.0 

13.4 

Control (Path) 3 
Hippo 

0.0 

15.7 
22.5 

Control 1 
Occipital Ctx 

6.1 

10.2 

AD 1 Temporal 
Crx 

12.7 

Control 2 
Occipital Ctx i 

61.6 

47.0 

AD 2 Temporal 
Crx 

44.4 

70.2 

Control 3 
Occipital Ctx 

25.3 

54.3 

AD 3 Temporal 

|Ctx 

5.3 

2.9 

Control 4 
Occipital Ctx 

8.7 

8.4 
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AD 4 Temporal 
Ctx 

AD 5 Inf 
Temporal Ctx 

4.1 

55.9 

27.0 
86.5 

Control (Path) 1 
Occipital Ctx 

Control (Path) 2 
Occipital Ctx 

! 

100.0 ilOO.O 

\ 

4.2 118.3 

AD 5 

SupTemporal 
Ctx 

33.9 

70.2 

Control (Path) 3 
Occipital Ctx 

3.8 

■ " 

4.6 

AD 6 Inf 
Temporal Ctx 

38.4 

40.3 

Control (Path) 4 
Occipital Ctx 

27.5 

31.9 

AD 6 Sup 
Temporal Ctx 

Control 1 
Temporal Ctx 

54.3 

49.3 

Control 1 
Parietal Ctx 

8.9 

19.5 

S.7 

17n |Control2 
Parietal Ctx 

33.2 

46.7 

Control 2 
Temporal Ctx 

37.4 

<- , „ (Control 3 
* (Parietal Ctx 

4.1 

30.6 

Control 3 
Temporal Ctx 

18.7 

[Control "(Path) 1 
jParietal Ctx 

76.3 

73.2 

Control 4 
Temporal Ctx 

„ . u 

17.1 

0Q {Control (Path) 2 
jParietal Ctx 

31.6 

29.3 

Control (Path) 1 
Temporal Ctx 

62.4 

Q jControl (Path) 3 
JParietalCtx 

5.0 

15.9 

Control (Path) 2 
Temporal Ctx 

59.5 148.6 E 0nt ^!S ath)4 
1 {Parietal Ctx 

57.0 

52.9 


Table CD . General_screening_panel_vl .5 


Tissue Name 


Adipose 


Melanoma* 
Hs688(A).T 


Melanoma* 
Hs6S8(B).T 


Melanoma* Ml 4 


Melanoma* 
LOXIMVI_ _ 

Melanoma* SK- 
MEL-5 


Rel. 

Exp.(%) 
Ag4927, 
Run 

228839257 


Rel. Exp.(%) I 
Ag4928, Run jTissue Name 
J228839262 


1.4 


12.9 


12.7 


3.1 


18.4 
18.4 


33.4 
34.9 


34.4 


Renal ca. TK-10 


Bladder 

Gastric ca. ("liver 
me^.)NC^N87^_ 

GastrSTca. KATO 
III 


37.1 


Squamous cell 
carcinoma SCC-4 


21.8 


Testis Pool 


Prostate ca.* (bone 
met) PC-3 


11.7 


25.2 


68.8 


Colon ca. SW-948 
Colon ca. SW480 


!1.5 


6.5 


26.8 


Colon ca.* (SW480 
met) SW620 


Colon ca. HT29 


Colon ca. HCT-116 


|Rel. 

Rel. Exp.(%) ',Exp.(%) 
Ag4927, Run |Ag4928, 
228839257 iRun 

228839262 


35.1 


41.8 


13.2 
82.4 


100.0 


15.8 


43.8 


41.8 


22.8 


54.0 


10.4 


(68.3 


JlO.2 


55.5 


44.4 
47.0 
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Prostate Poo! 

4.4 

4.8 

iColon ca. CaCo-2 
jColon cancer tissue 

131.0 *47.3 

Placenta 

3.2 

3.8 

|9.4 

7.0 

Uterus Poo) 

2.0 

4.2 {Colon ca.SWl 116 

18.4 

6.1 

Ovarian ca. 
OVCAR-3 

25.7 

34.9 

< 

Colon ca. Colo-205 

i 

5 9 

r 

7.3 

Ovarian ca. SK-OV- 
3 

20.6 

19.5 

Colon ca. SW-4S 

i 

9.2 

n z 

7.D 

Ovarian ca. 
OVCAR-4 

8.1 

9.9 

Colon Pool 

17.3 


Ovarian ca. 
OVCAR-5 

44.8 

44.8 

Small Intestine 
Pool 

17.7 

1 A Q 

Ovarian ca. IGROV- 
1 

,i 

8.8 j27.0 
J 

Stomach Pool 

11.8 

5.1 

Ovarian ca. 
OVCAR-8 

16.0 

10.2 

Bone Marrow Pool 

5.2 

3.2 

Ovary 

7.5 

8.0 

Fetal Heart 

[3.1 

4.1 

Breast ca. MCF-7 

24.7 

28.9 

Heart Pool (4.6 

3.7 

Breast ca. MDA- 
MB-231 

14.7 

20.9 

Lymph Node Pool (21.2 

15.5 

Breast ca. BT 549 

24.3 

p 8 jFetal Skeletal j 5 g 
{Muscle j 

5.0 

Breast ca. T47D 
Breast ca. MDA-N 

8.7 

11.1 

Skeletal Muscle L ~ 
Pool ; 

Spleen Pool ! 3.8 

4.4 

18.0 

18.6 

2.7 

Breast Pool 

18.6 ;8.7 [Thymus Pool 

15.9 


Trachea 

9.4 ! 

ICNS cancer 
8.0 |(glio/astro) U87- 
MG 

35.1 


Lung 

5.3 

4.5 

CNS cancer 

(glio/astro)U-118- 

MG 

40.9 

40.6 
22.4 

Fetal Lung 
Luneca NCLN417 

17.3 

13.7 

CNS cancer 
(neuro;met) SK-N- 
AS 

16.7 

8.2 

5.7 
77.4 

CNS cancer (astro) 
SF-539 

CNS cancer (astro) 
SNB-75 

10.7 

_ 

7.1 

Lifng ca. LX-1 

70.2 

27.4 

17.9 

Lungca.NCI-H146 

9.7 

4.3 

CNS cancer (glio) 
SNB-19 

12.0 

15.7 

Lungca. SHP-77 

34.2 

26.6 

CNS cancer (glio) 
SF-295 

38.2 

43.2 

Lung ca. A549 

25.5 

I 

0Q (Brain (Amygdala) 
jPool 

8.2 J3.4 

Lungca.NCI-H526 

3.1 |5.4 (Brain (cerebellum) 

22.5 

16.2 

Lungca. NC1-H23 

43.5 llOO.O Brain (fetal) 

25.5 

7.9 
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Lung ca. NCI-H460 

25.2 

jBrain 

24.1 i(Hippocampus) 
jPool 

7.7 

4.4 

Lung ca. HOP-62 

12.7 

0 iCerebral Cortex 
1,8 jpool 

10.5 

5.0 

Lung ca. NCI-H522 

51.1 ]48.6 

Brain (Substantia 
nigra) Pool 

9.3 

4.4 

Liver 

i 

1.2 

j g jBrain (Thalamus) 

15.0 

6.7 

Fetal Liver ]9.5 

9.9 jBrain (whole) 

11.2 

5.1 

Liver ca. HepG2 

22.1 

23.2 jSpinal Cord Pool 

11.0 

5.1 

Kidney Pool 

25.9 1 

13.4 

Adrenal Gland 

10.7 

8 1 9 

Fetal Kidney 

15.7 

17.6 

Pituitary gland 
Pool 

6.7 

9.6 

Renal ca. 786-0 

12.6 

14.9 

Salivary Gland 

3.7 

4.7 

4.8 " 

Renal ca. A498 

^9 

7.0 [Thyroid (female) 

3.4 

Renal ca. ACHN 

i 

Renal ca. UO-VP 

27.2 
2L5 ~ 

23.8 
20.2 

Pancreatic ca. 
CAPAN2 

Pancreas Pool 

37.4 
23\0~ 

31.9 
V33~ 


Table CE. Panel 4. ID 



|Rel. 

ReL 

| JReL 

Rel. 

Tissue Name 

Exp.(%) 
Ag4927, 
Run 

Exp.(%) 
Ag4928, 
iRun 

1 

i 

Tissue Name 

j 

Exp.(%) 
Ag4927, 
Run 

Exp.(%) 
Ag4928, 
Run 


22359S856 !223597247 i 

223598S56 

223597247 

Secondary Thl act 

25.2 

l 13.S 

jHUVEC IL-lbeta 

15.8 

9.7 

Secondary Th2 act 

23.?"" 

8.7 jHUVEC IFN gamma 

11.2 

6.5 

Secondary Trl act 

12.5 

8.9 

HUVEC TNF alpha + 
IFN gamma 

«. — 

16.4 

6.7 

Secondary Thl rest 

6.6 

. 

4.2 

HUVEC TNF alpha + 
IL4 

20.9 

10.8 

Secondary Th2 rest 

6.4 

4.2 

HUVEC IL-H_ j 

10.4 

4.3 

Secondary Trl rest 

6.3 

2.1 

Lung Microvascular 
EC none 

29.1 

12.9 

Primary Thl act 

31.0 



18.2 

Lung Microvascular 
EC TNFaipha + IL- 
lbeta I 

27.0 

13.0 

Primary Th2 act 

22.8 

13.0 

Microvascular Dermal 
EC none 

11.2 

2.5 

Primary Trl act 

29.9 

15.9 

Micros vasular Dermal 
EC TNFaipha + 1L- 
Ibeta 

13.8 

6.9 

" — — i 

Primary Thl rest j 

5.7 

1.6 

Bronchial epithelium ! 
TNFaipha + IL1 beta . 

10.1 

6.7 
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Primary Th2 rest 

3.8 

2.5 

Small airway 
epithelium none 

7.3 

2.5 

Primary Trl rest 

7.9 

6.3 

Small airway | 
epithelium TNFalpha |9.9 
+ IL- l beta ^ 

4.8 

CD45RA CD4 
lymphocyte act 



Coronery artery SMC ^ j 
rest j 

4 6 

CD45RO CD4 
lymphocyte act 

0.0 

17.8 

Coronery artery SMC 
TNFalpha + IL- 1 beta 

4.9 

3.5 

CDS lymphocyte act 

Secondary CDS 
lymphocyte rest 

28.5_ 
10.6 


Astrocytes rest 
Astrocytes TNFalpha 
+ IL-l beta 1 

H.6 

5.2 

16.2 

6. 1 

5.3 
U.2 

Secondary CDS 
lymphocyte act 

10.2 

2.6 

KU-8 12 (Basophil) { 
rest 

15.7 

CD4 lymphocyte 
none 

4.2 

2.S 

KU-81 2 (Basophil) ) lg9 
PMA/ionomycin ) 

16.0 

2ry 

Thl/Th2/Tii anti- 
CD95 CH11 

5.7 

4.7 

CCD1106 j 32g 
(Keratinocytes) none ! 

L_ . J — 

13.4 

LAK cells rest 

n. 

8.3 

CCD1106 j 
(Keratinoc>1es) • |17.2 
TNFalpha + IL- 1 beta j 

2.1 

|LAK cells IL-2 jl5.9 

11.8 

Liver cirrhosis 

3.7 i2.7 

LAIC cells IL-2+IL- 
12 

14.1 

11.2 

NCI-H292none 

10.4 

14.6 

LAK cells IL-2+IFN 
gamma 

18.4 

11.9 

NCI-H292 IL-4 

14.9 
1 8.2 

19.6 
27.2 

LAK cells IL-2+ IL- 
18 

23.0 

8.4 

NCI-H292 IL-9 

LAK cells ! 
PMA/ionomycin 

5.5 

0.8 

NCI-H292 IL-13 

15.6 

16.4 

NK Cells IL-2 rest 

11.7 

« i 

O. 1 

NCI-H292 IFN 
gamma 

26.2 

17.0 

Two Way MLR 3 
day 

13.5 

7.4 

HPAEC none 

I2.l 

...... * ->r 

8.0 

Two Way MLR 5 
day 

11.3 

6.0 

HPAEC TNF alpha + 
IL-l beta 

19.6 

14.1 

Two Way MLR 7 
day 

13.3 

7.9 

Lung fibroblast none 

36.9 

24.3 

PBMC rest 

2.S 

1.0 

Lung fibroblast TNF 
alpha -ML- 1 beta 

20.9 

11.8 

PBMC PWM |22.5 

10.3 ; 

Lung fibroblast IL-4 537.4 


PBMC PHA-L 

21.2 

9.0 ; 

Lung fibroblast I L-9 |86.5 

39.8 

Ramos (B cell) none 

54.7 

23.8 

Lung fibroblast IL-l 3 

43.5 

20.4 

Ramos (B cell) 
ionomycin 

53.2 

25.9 

Lung fibroblast IFN 
gamma 

49.0 

20.7 

B lymphocytes PWM 

24.1 

17.4 

Dermal fibroblast 
CCD 1 070 rest 

46.3 

15.2 
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B lymphocytes 
LU40L and IL-4 

20.4 

.1 . . . sv ^_ 

4.0 

Dermal fibroblast 
CCD1070 TNF alpha 

i 

23.7 

l fc ^ _ 

5.9 

EOL-1 dbcAMP 

21.8 

«~« — — - 

— 

2.9 

Dermal fibroblast 
rpnin7n ti i Kpto 

r *' ' """ 
15.1 

6.0 

EOF -1 dbcAMP 
PMA/ionomycin 

10.2 

0.0 

Dermal fibroblast IFN 
gamma 

10.2 

— — 

6.4 

Dendritic cells none 

7.5 

4.0 

Dermal fibroblast IL-4 

31.4 

10.7 

uenantic cens Lro 

O.J 

0.8 

Dermal Fibroblasts 
rest 

14.6 

8.1 

Dendritic cells anti- 
CD40 

7.1 

5.2 

Neutrophils 
TNFa+LPS 

10.4 

1.5 

Monocytes rest 

3.8 

4.2 

Neutrophils rest 


1.7 

Monocytes LPS 

4.7 

0.1 

Colon 

3.5 

2.5 

Macrophages rest i 

11.7 1 

9.9 

Lung 19.9 

3.7 

Macrophages LPS 

2.3 

1.3 

Thymus 

11.2 

18.8 

HUVECnone 

13.5 m 


Kidney 

100.0 

100.0 

HUVEC starved 

u 's "' '""* 

8.2 I 

i i 



CNS_neurodegeneration_vl.O Summary: Ag4927/Ag4928 These results confirm 
the expression of this gene at low levels in the brains of an independent group of 
individuals. However, no differential expression of this gene was detected between 
Alzheimer's diseased postmortem brains and those of non-demented controls in this 


5 experiment. See Panel 1 .5 for a discussion of this gene in treatment of central nervous 
system disorders. 

Generaljscreening_panel_vl.5 Summary: Ag4927/Ag4928 Two experiments 
with two different probe and primer sets produce results that are in excellent agreement. 
Highest expression of this gene is detected in a lung cancer and a gastric cancer cell line 

10 (CTs=25-26). Moderate levels of expression of this gene is also seen in cluster of cancer 
cell lines derived from gastric, colon, lung, renal, breast, ovarian, prostate, squamous cell 
carcinoma, melanoma and brain cancers. Thus, expression of this gene could be used as a 
marker to detect the presence of these cancers. Furthermore, therapeutic modulation of the 
expression or function of this gene may be effective in the treatment of gastric, colon, lung ; 

15 renal, breast, ovarian, prostate, squamous cell carcinoma, melanoma and brain cancers. 

Among tissues with metabolic or endocrine function, this gene is expressed at 
moderate levels in pancreas, adipose, adrenal gland, thyroid, pituitary gland, skeletal 
muscle, heart, liver and the gastrointestinal tract. Therefore, therapeutic modulation of the 
activity of this gene may prove useful in the treatment of endocrine/metabolically related 
20 diseases, such as obesity and diabetes. 
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In addition, this gene is expressed at moderate levels in all regions of the central 
nervous system examined, including amygdala, hippocampus, substantia nigra, thalamus, 
cerebellum, cerebral cortex, and spinal cord. Therefore, therapeutic modulation of this gene 
product may be useful in the treatment of central nervous system disorders such as 
5 Alzheimer's disease, Parkinson's disease, epilepsy, multiple sclerosis, schizophrenia and 
depression. 

Panel 4.1D Summary: Ag4927/Ag4928 Highest expression of this gene is detected 
in kidney (CTs=28-29.5). This gene is expressed at moderate to low levels in a wide range 
of cell types of significance in the immune response in health and disease. These cells 

10 include members of the T-cell, B-cell, endothelial cell, macrophage/monocyte, and 

peripheral blood mononuclear cell family, as well as epithelial and fibroblast cell types from 
lung and skin, and normal tissues represented by colon, lung, thymus and kidney. This 
ubiquitous pattern of expression suggests that this gene product may be involved in 
homeostatic processes for these and other cell types and tissues. This pattern is in agreement 

15 with the expression profile in Genera l_screening_panel_vl .5 and also suggests a role for the 
gene product in cell survival and proliferation. Therefore, modulation of the gene product 
with a functional therapeutic may lead to the alteration of functions associated with these 
cell types and lead to improvement of the symptoms of patients suffering from autoimmune 
and inflammatory diseases such as asthma, allergies, inflammatory bowel disease, lupus 

20 erythematosus, psoriasis, rheumatoid arthritis, and osteoarthritis. 

D. CG137717-01: FLJ37712 fis protein-like protein. 

Expression of gene CGI 377 17-01 was assessed using the primer-probe set Ag4929, 
described in Table DA. Results of the RTQ-PCR runs are shown in Tables DB, DC, DD and 
DE. 

25 Table DA . Probe Name Ag4929 


Primers 

Sequences 

Length 

[Start 
(Position 

|SEQ ID No 

Forward 

5 ' -ctcttcatcacctgcattccta-3 1 

22 

jl003 

(267 _ m 

Probe 

TET-5 1 - 

tcctctactttaccaaagtggaatactgg 
a - 3 1 - TAMRA 

30 

il028 

i 

(268 

Reverse 

5 * -ccatggaatgtcatcaaaagag-3 ' 

22 

1059 

\269 
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Table DB . AI_comprehensive panel_vl .0 


Tissue Name 

Rel. Exp.(%) J" 

Ag4929, Run (Tissue Name 

305464508 j 

Kel. b\p.( /o) 
Ag4929, Run 
305464508 

110967 COPD-F 

5?0 jl 12427 Match Control 
jPsoriasis-F 

35.6 

110980 COPD-F 

2.7 jl 12418 Psoriasis-M 

71.2 

110968 COPD-M 

73.7 

112723 Match Control 
Psoriasis-M 

14.8 

1 1 A077 rr^pn iwf 

14.4 

112419 Psoriasis-M 

82.4 

110989 Emphysema-F 

46.3 

112424 Match Control 
Psoriasis-M 

4.5 

1 10992 Emphysema-F 

3.7 

112420 Psoriasis-M 

34.4 

110993 Emphysema-F 

28.9 

112425 Match Control 
Psoriasis-M 

34.2 

110994 Emphysema-F 

7.9 

104689 (MF) OA Bone- 
Backus 

23.3 

110995 Emphysema-F 

8.1 

104690 (MF) Adj 
"Normal" Bone-Backus 

9.0 

110996 Emphysema-F 

L5 

104691 (MF) OA 
Synovium-Backus 

6.0 

110997 Asthma-M 

1.4 

104692 (BA) OA 
Cartilage-Backus 

0.0 

111001 Asthma-F 

. .... 

40 1104694 (BA) OA Bone- 
JBackus 

5.9 

111002 Asthma-F 

So j 104695 (BA) Adj 1 
("Normal" Bone-Backus j 

1 1 1 uuj /\iopic Asuima- 
F 

11.0 

1 04696 (B A) OA j 
Synovium-Backus ] 

1 1 1 0OA Atnnir Acthmsi 

F 

13.0 

104700 (SS) OA Bone- 
Backus 

16.3 

1 1 1005 Atonic Asthma- 
F 

7.5 

104701 (SS) Adj 
"Normal" Bone-Backus ! 

8.7 

111006 Atopic Asthma- ! 

F ] 

0.5 

104702 (SS) OA 
Synovium-Backus 

7.7 

111417 AIIergy-M 

4.6 

rnOWOATartiiage""" 
Rep7 

15.4 

1 12347 AIIergy-M 

0.4 

112672 OA Bone5 

30.6 

11 2349 Normal Lung-Fi 

0.3 

112673 OA Synovium5 

11.6 

11 2357 Normal Lung-F 

4.2 

112674 OA Synovial 
Fluid cells5 

23.3 

112354 Normal Lung- 
M 

5.4 

117100 OA Cartilage 
Rep 14 

6.6 

112374 Crohns-F 

34.9 

112756 OA Bone9 

6.9 

112389 Match Control 
Crohns-F 

53.6 

112757 OA Synovium9 

14.4 
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1 12375 Crohns-F 

33.4 

i — - - 

■112758 OA Synovial 
rluid CelJs9 

7.8 

1 19719 K/\airh Pnntvnl 

i IZ./JZ iviaicn <^onuoi 
Crohns-F 

40.1 

1 17125 RA Cartilage 
Rep2 

K.ti n i. . , 

100.0 

1 1979^ Proline M 


1 1 3492 Bone2 RA 

10.7 

112387 Match Control 

Proline N/f 

26.6 

113493 Synovium2RA 

9.1 

1 

* m 

112378 Crohns-M 

1.2 

— — — — — — — 

113494 Syn Fluid Cells 
RA 

7.8 

1 191QH lWfatrrt Pon+iv\1 

i jvidicn ^onnoi 
Crohns-M 

36.1 

113499 Cartilage4RA 

15.8 

1 1 979A PrAKnc rV/f 

1 /./ 

1 13500 Bone4 RA 

24.7 

112731 Match Control 

P rn hnc _A/f 

43.8 

113501 Synovium4 RA 

) . 

7.0 

112380 Ulcer Col-F 

16.6 

j 11 3502 Syn Fluid Cells4 
RA 

13.3 

1 197T/L Nyfat^K P/\n*i*rtl 

i li/jH iviaicn v^onuoi 
Ulcer Col-F 

88.3 

113495 Cartilage3 RA 

16.5 

1 f Ilrpr Pol F 

i ii.jot wilci i^ui-.r 

54.7 

113496 Bone3 RA 

16.7 

112737 Match Control 

T Hrpr Pol P 

7.1 

113497 Synovium3RA 

S.9 

112386 Ulcer Col-F 

» 

6.6 

113498 Syn Fluid Cells3 i 
RA 

24.0 

1 1 z / jo iviaicn contror i 
Ulcer Col-F \ 

3.3 

1 1 7 1 06 Normal Cartilage 
Rep20 

5.6 

iizjoi uicer coi-ivi [ 

0.0_ !l 13663 Bone3 Normal j 

0.0 

112735 Match Control 
Ulcer Col-M 

^ y ill 3664 Synovium3 
{Normal 

0.0 

1 12382 Ulcer Col-M 

94.0 

113665 Syn Fluid Cells3 
Normal 

0.5 

112394 Match Control 
Ulcer Col-M 

4.1 

11 71 07 Normal Cartilage 
Rep22 

10.9 

112383 Ulcer Col-M . 

36.6 

113667 Bone4 Normal 

14.8 

112736 Match Control . 
Ulcer Col-M 

MA 

1 13668 Synovium4 
Normal 

12.0 

1 12423 Psoriasis-F j; 

16.6 

113669 Syn Fluid Cells4 
Morma! 

17.1 


Table DC . CNS_neurodegeneration_v 1 ,0 


Tissue Name 

Rel. Exp.(%) 
Ag4929, Run 
224735010 

Tissue Name 

Rel. Exp.(%) 
Ag4929, Run 
224735010 

AD 1 Hippo 

5.9 

Control (Path) 3 
Temporal Ctx 

1.1 
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AD 2 Hippo 

8.0 

Temporal Ctx 

25.7 

AD 3 Hippo 

2.2 

AD 1 Occipital Ctx 

10.8 

AD 4 Hippo 

1.0 

AD 2 Occipital Ctx 
(Missing) 

0.0 

AD 5 hippo 

100.0 

AD 3 Occipital Ctx 

2.6 

AD 6 Hippo 

26.6 

AD 4 Occipital Ctx 

10.7 

Control 2 Hippo 

8.S 

d vjccipiiai v^ix 

17 A 

Control 4 Hippo 

1-2 

AD 6 Occipital Ctx 

18.7 

Control (Path) 3 Hippo jl.O 

Control 1 Occipital Ctx 

0.3 

AD I Temooral Ctx 

6.3 

Control 2 Occipital Ctx 

48.0 

AD 2 Temporal Ctx 

21.2 

Control 3 Occipital Ctx 

14.2 

A r"l "5 Xoini^Aral frv 

r\LJ j I cinpural \^IX 

1.6 

Control 4 Occipital Ctx 

1.0 u 

AD 4 Temporal Ctx 

9.5 

Control (Path) 1 
Occipital Ctx 

J7..' 

AD 5 Inf Temporal Ctx 

90.1 

Controi (Path) 2 
Occipital Ctx 

9.9 

AD 5 SupTemporal Ctx 

27.7 

Control (Path) 3 
Occipital Ctx 

0.4 

AD 6 Inf Temporal Ctx 

43.5 

Control (Path) 4 
Occipital Ctx 

17.1 

AD 6 Sup Temporal 
Ctx ' 

41.8 

Control 1 Parietal Ctx 

1.9 

Control 1 Temporal Ctx 

1.5 

Control 2 Parietal Ctx 

312 

Control 2 Temporal Ctx 

24.0 IControl 3 Parietal Ctx 


Control 3 Temporal Ctx 

10.4 

Control (Path) 1 
Parietal Ctx 

42.6 

Control 4 Temporal Ctx; 

2.3 

Control (Path) 2 
Parietal Ctx 

16.3 

Control (Path) 1 
Temporal Ctx 

39.8 

Control (Path) 3 
Parietal Ctx 

0.9 

Control (Path) 2 
Temporal Ctx 

27.7 

Control (Path) 4 
Parietal Ctx 

31.6 


Table DP . General_screening_panel_vl.5 


Tissue Name 

Rel. Exp.(%) 
Ag4929, Run 
228839297 

Tissue Name 

Rel. Exp.(%) 
Ag4929, Run 
22S839297 

Adipose Jo.O jRenal ca. TK-10 _ 

65.5 

Melanoma* Hs688(A).T jO.O ^Bladder 

0.1 

Melanoma* Hs688(B).T 

0.1 

Gastric ca. (liver met.) 
NCI-NS7 

3.3 

Melanoma* M14 

40.9 

Gastric ca. KATO III 

0.0 

Melanoma* LOXIMVI 

0.0 

Colon ca. SW-94S 

7.2 | 
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Melanoma* SK-MEL-5 

0.0 

Colon ca. SW480 

1.8 

Squamous cell carcinoma 
SCC-4 

17.1 

Colon ca.* (SW480 met) 
SW620 

0.2 

Testis Pool 

1.4 

Colon ca. HT29 

CL0 

Prostate ca.* (bone met) 
PC-3 

40.9 

Colon ca. HCT-116 


Prostate Pool 

1.0 

Colon ca. CaCo-2 

0.0 

Placenta 

T 0.0 

Colon cancer tissue 

0.2 

Uterus Pool 

<0.7 |Colonca.SW1116 

0.0 

Ovarian ca. OVCAR-3 

1 .7 jColon ca. Colo-205 

0.0 

Ovarian ca. SK-OV-3 

88.3 IColon ca. SW-48 

0.0 

Ovarian ca. OVCAR-4 

0.5 

Colon Pool 

0.9 

Ovarian ca. OVCAR-5 

44.1 

Small Intestine Pool 

1.4 

Ovarian ' caJGROV- 1 

3.4 

Stomach Pool 

1.5 

Ovarian ca. OVCAR-S 

9.1 

Bone Marrow Pool 

0.0 

Ovary _j 3 -L 

Fetal Heart 

0.0 

Breast ca. MCF-7 joJ 

Heart Pool 

1.6 

Breast ca. MDA-MB-231 |67.8 

Lymph Node Pool 

3.0 

jBreast ca. BT 549 
Breast ca. T47D 

OA _ 

o!o" 

Fetal Skeletal Miiscle 
Skeletal Muscle Pool 


Breast ca. MDA-N 

0.2 

Spleen Pool 

1.1 

Breast Pool 

1.6 jThymusPool 

3.5 

Trachea 

3.5 

CNS cancer (glio/astro) 
U87-MG 

0.2 

j ; 
Lung jO.O 

CNS cancer (glio/astro) 
U-1I8-MG 

1.2 ! 

Fetal Lung ! 2.5 lw m^q* (neu,o;inet) 

■ , ,. , 

48.0 

; 

Lungca. NCI-N417 

0.0 j 

CNS cancer (astro) SF- 
539 

— - 

0.0 

Lung ca. LX-1 

0.0 

CNS cancer (astro) SNB- 
75 

2.1 

Lungca. NCI-H146 

0.0 

CNS cancer (glio) SNB- 
19 

5.6 

Lung ca. SHP-77 

6.1 

CNS cancer (glio) SF-295 

0.4 

Lung ca. A549 

32.8 

Brain (Amygdala) Pool 

0.0 

Lung ca. NCI-H526 

5.3 

Brain (cerebellum) 

14.5 

Lung ca. NCI-H23 

1.3 

Brain (fetal) 

4.7 

Lungca. NCI-H460 

21.2 

Brain (Hippocampus) 
Pool 

10.1 

Lung ca. HOP-62 

15.0 

Cerebral Cortex Pool 

0.5 

Lung ca. NCI-H522 1 

» 

Brain (Substantia nigra) 
Pool 

1.7 

Liver ( 

).0 ] 

Brain (Thalamus) Pool 

27.9 

Fetal Liver : 

2.9 

Brain (whole) 

39.0 
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Liver ca. HepG2 

[0.0 

jSpina] Cori Pool_ 

14.7 

Kidney Pool 

|8.3 

"^Adrenal Gland 

1.7 

Fetal Kidney 

|2.2 

(Pituitary gland Pool 

4.0 

Renal ca. 786-0 

: 

jSalivary Gland 

5.9 

Renal ca. A498 

j 1 2.0 

jThyroid (female) 

0.9 

Renal ca. ACHN 

; 151.1 

~]Pancreatic ca. CAPAN2 

loo.o 

Renal ca. UO-31 

J'l9.8 

fPancreas Pool J 1.6 



Table DE. Panel 4. ID 


feel". Exp.(%) 
Tissue Name !Ag4929, Run 
(223597249 

Tissue Name 

Rei. Exp.(%) 
Ag4929, Run 
223597249 

Secondary Th 1 act j55. 1 
Secondary Th2 act ;22.2 

HUVEC1L-Ibeta_ 
HU VEcTfN gamma^^ 

0.0 

0.7 ~ " 

Secondary Trl act ' 

34 4 JHUVEC TNF alpha + IFN 
(gamma 

0.0 

._ 

Spponrtarv Thl rp^t 

U^^UI IvICll j 1111 1 vjI 

3.6 

HUVEC TNF alpha + IL4 |0.0 

Secondary Th2 rest 

r 3 ; S_ 

HUVECIL-li fo.7 

Secondary Trl rest 

T3.8 

Lung Microvascular EC none 

0.4 

Primary Thl act 
Primary Th2 act 

A0 ^ -Lung Microvascular EC 
jTNFalpha + IL-lbeta 

4 q j {Microvascular Dermal EC 
1 ' " ]none 

0.0 



0.0 
0.0 

Primary Trl act 

100.0 

Microsvasular Dermal EC 
TNFalpha + IL-1 beta 

Primary Thl rest 

10.4 

Bronchial epithelium 
TNFalpha + 1L1 beta 

4.5 

Primary Th2 rest 

9.6 iSmall airway epithelium none 

5- 4 _ 

Primary Trl rest 

42.6 

Small airway epithelium 
TNFalpha +IL-1 beta 

7.2 

-.1 TH .1 

CD45RA CD4 
lymphocyte act 

p -,. — - — — 
7.2 

Coronery artery SMC rest 

0.4 

CD45RO CD4 
lymphocyte act 

I 

Coronery artery SMC 
TNFalpha* IL-l beta 

2.2 

CDS lymphocyte act 

1 1 .3 ! Astrocytes rest 

3.4 

Secondary CD8 
lymphocyte rest 

s 7 (Astrocytes TNFalpha 4- IL- 
Jlbeta 

2.6 

Secondary CDS 
lymphocyte act 

14.7 

KU-8 12 (Basophil) rest 

0.0 
0.2 

CD4 lymphocyte none 

2.0 

KU-8 12 (Basophil) 
PMA/ionomycin 

2ry Thl/Th2/Trl anti- 
CD95CH11 

9.7 

CCD1106 (Keratinocytes) 
none 

14.1 
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LAK cells rest J4.I 

CCD1 1 06 (Keratinocytes) L - 
TNFalpha+ IL-1 beta j 

LAK cells IL-2 jl.O 

Liver cirrhosis j0.4 

LAK cells IL-2+IL-12 \6.9 

NCI-H29Tnone" ~ T.2 ' 

LAK cells IL-2+IFN 7 
gamma j 

NCI-H292 IL-4 |2.5 

T A If 11 TT ^ » IT IO 

LAK cells IL-2+ 1L-1S 

16.2 

NCI-H292 1L-9 

4.4 

LAK cells 

ry\ m A /! „ 

PMA/ionomycm 

0.3 

NC1-H292IL-13 

2.9 

NIC Celjs IL-2 rest^ 

4.1 

NCI-H292 IFN gamma 

1.7 

Two Way MLR 3 day 

3.6 

HPAEC none 

0.0 

Two Wav MLR S dav 

8.1 

HPAECTNF alpha + IL-1 
beta 

0.2 

Two Way MLR 7 day 

3.4 

Lung fibroblast none 

0.3 

PBMC rest 

0.7 

Lung fibroblast TNF alpha + 
IL-1 beta 

0.0 

rbMC rWM 

oT" 

Lung fibroblast IL-4 

b™ 

rBML rHA-L 

5.8 jLung fibroblast IL-9 

0.0 

Ramos (B cell) none 

0.0 (Lung fibroblast IL-1 3 

676 " 

Ramos (B cell) ionomycin 

0.0 

Lung fibroblast IFN gamma 

0.0 

B lymphocytes PWM 

16.4 

Dermal fibroblast CCD1070 
rest 

0.2 

B lymphocytes CD40L 
and IL-4 

n g jDerrnal fibroblast CCD1070 
JTNF alpha 

3.5 

EOL-1 dbcAMP 

'Dermal fibroblast CCD1070 
U>U JlL-l beta 

1.0 

EOL-1 dbcAMP 
PMA/ionomycin 

0.0 {Dermal fibroblast 1FN gamma 

0.5 

Dendritic cells none 

1.4 jDerrnal fibroblast IL-4 

0.0 

Dendritic cells LPS 

0.4 jDerrnal Fibroblasts rest 

0/2 

Dendritic cells anti-CD40 

1 .0 {Neutrophils TNFa+LPS 

0.5 

Monocytes rest 

1.0 

Neutrophils rest j0.9 

Monocytes LPS 

0.2 

Colon {0.3 

Macrophages rest 

0.8 

Lung ' fi5_ 

Macrophages LPS 

0.2 

Thymus js.l 

HUVEC none 

0.0 

kidney {42.3 

HUVEC starved 

0.0 



AI_comprehensive panel_vl.O Summary: Ag4929 Highest expression of this 
gene is detected in RA cartilage (CT=30.6). In addition, moderate levels of expression are 
seen in samples from Crohn's, ulcerative colitis, psoriasis, and COPD derived tissue. Thus, 
modulation of the expression or function of this gene may be useful in the treatment of these 


5 conditions. 
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CNS_neurodegeneration_vl.0 Summar}': Ag4929 This panel does not show 
differential expression of this gene in Alzheimer's disease. However, this profile confirms 
the expression of this gene at moderate levels in the brain. Therefore, therapeutic 
modulation of the expression or function of this gene may be useful in the treatment of 
5 neurological disorders, such as Alzheimer's disease, Parkinson's disease, schizophrenia, 
multiple sclerosis, stroke and epilepsy. 

General_screening_panel_vl.5 Summary: Ag4929 Highest expression of this 
gene is seen in a pancreatic cancer cell line (CT=28). Expression in this panel appears to be 
predominantly associated with samples derived from cancer cell lines, including brain, 
10 renal, lung, breast, ovarian, prostate and melanoma cancer cell lines. Thus, expression of 
this gene could be used as a marker of cancer. Furthermore, therapeutic modulation of the 
expression or function of this gene may be useful in the treatment of cancer. 

Panel 4.1D Summary: Ag4929 Expression of this gene is most prominent in T 
cells including both acutely and chronically activated T cells (CTs=29-30). Therefore, 
15 therapeutics designed with the protein encoded by this transcript may help to regulate T cell 
function and be effective in treating T cell mediated diseases such as asthma, arthritis, 
psoriasis, , and lupus. 

E. CG137793-02: High Affinity Immunoglobulin Epsilon 
Receptor Alpha-Subunit Precursor Protein-like Protein. 

20 Expression of gene CGI 37793-02 was assessed using the primer-probe set Ag6866 ; 

described in Table EA. 


Table EA . Probe Name Ag6866 


Primers 

Sequences 

Length U ... 
& (Position 

SEQ ID No 

Forward 

5 1 -agaatacaaatgccatggtt-3 1 

20 

292 

270 

Probe 

i 

TET-5 ' - 

tccttataatagatcaccttgtacacatcc 
ca-3 ■ -TAMRA 

32 

320 

271 

Reverse |5 1 -ggttctcataccagtacttgaga-3 • 

23 

361 

272 


F. CG137873-02: Human fibrinogen alpha chain precursor 
25 protein-Iikew protein 
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Expression of gene CG137873-02 was assessed using the primer-probe set Ag741 1 5 
described in Table FA. Results of the RTQ-PCR runs are shown in Table FB. 

Table FA . Probe Name Ag741 1 


Primers ISequences 

I 
.1 


Forward \5 1 -acccagactggggctca-3 1 

17 hi 96 ]273 

|TET-5'- 

Probe ja tc tggca tc 1 1 cacaaa tacaaagg 
j-3 ■ -TAMRA 

26 

1215 !274 

i 

Reverse js' -atttaccacgggaagggaa-3 ' 

19 

1273 (275 

< 

Table FB. Panel 4. ID 


Tissue Name 

PaI Pvn (%\ 

Ag7411, Run 
305065220 

Tissue Name 


Rel. Exp.(%) 
Ag7411,Run 
305065220^ _ 

Secondary Thl act 

0.0 

HUVEC IL-lbeta 


o.o "~ 

Secondary Th2 act 

0.0 

HUVEC IFN gamma 


0.0 

Secondary Trl act 

0.0 

HUVEC TNF alpha + IFN 
gamma 

,0.0 

Secondary Thl rest 

0.0 

HUVEC TNF alpha + IL4 

JO.O 

Secondary Th2 rest 

0.0 

HUVEC IL-1 1 

" Too"" ™ 

Secondary Trl rest 

0.0 

Lung Microvascular EC none 

0.0 

Primary Thl act 

0.0 

Lung Microvascular EC 
TNFalpha+ IL-lbeta 


0.0 

Primary Th2 act 

0.0 

Microvascular Dermal EC 
none 

0.0 

Primary Trl act 

0.0 

Microsvasular Dermal EC 
TNFalpha + IL-1 beta 


0.0 

Primary Thl rest 

0.0 

Bronchial epithelium 
TNFalpha + IL1 beta 


0.0 

Primary Th2 rest 

0.0 

Small airway epithelium none 10.0 

Primary Trl rest 

0.0 

Small airway epithelium 
TNFalpha + IL- 1 beta 

io.o 

CD45RA CD4 
lymphocyte act 

0.0 

Coronery artery SMC rest 

■0.0 

CD45RO CD4 
lymphocyte act 

0.0 

Coronery artery SMC 
TNFalpha + IL-1 beta 

jo.o 

< 

CDS lymphocyte act 

0.0 

Astrocytes rest 

io.o 

Secondary CDS 
lymphocyte rest 

0.0 

Astrocytes TNFalpha + IL- 
lbeta 

jo.o . 

Secondary CD8 
lymphocyte act 

L "" " "" 

0.0 

KU-812 (Basophil) rest 

jo.o 
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CD4 lymphocyte none jo.O 
. i 

KU-8 12 (Basophil) : 
PMA/ionomycin 

0.0 

2ry Thl/Th2/Trl_anti- 
CD95CH11 

0.0 

1 

CCD1 \06 (Keratinocytes) 
none 

0.0 

LAK cells rest 

0.0 

CCD1 1 06 (Keratinocytes) \ 
TNFalpha + IL-lbeta 

0.0 

LAK cells IL-2 
LAK cells IL-2+IL; 12 

6.0 ]Liver cirrhosis 

6~6 '"7NCI-H292 none _ 

100.0 

0.0 

LAK cells IL-2+IFN 
gamma 

0.0 1NC1-H292 IL-4 
i 

\ . . ■ j 

0.0 

LAK cells IL-2+ IL-18 

o7o — 1 

NCI-H292 IL-9 j 

0.0 

LAK cells 
PMA/ionomycin 

0.0 

NCI-H292IL-13 jo.O 

NK Cells IL-2 rest 

0.0 

NCI-H292 IFN gamma 

0.0 

Two Way MLR 3 day 

0.0 

HPAEC none 

0.0 

Two Way MLR 5 day jo.O 

HPAEC TNF alpha + IL- 1 
beta 

0.0 

Two Way MLR 7 day 


Lung fibroblast none 

ocT ~ ~ " 

PBMC rest 

0.0 

Lung fibroblast TNF alpha + 
IL-1 beta 

0.0 

Ipbmc pwm 


Lung fibroblast IL-4 

0.0 

jPBMC PHA-L 

0.0 jLung fibroblast IL-9 

0.0 i 

Ramos (B cell) none 

0.0 [Lung fibroblast IL- 13 

0.0 

Ramos (B cell) ionomycin |0.0 jLung fibroblast I FN gamma jO.O 

B lymphocytes PWM jO.O 

Dermal fibroblast CCD! 070 
rest 

0.0 

B lymphocytes CD40L 
and IL-4 

0.0 

Dermal fibroblast CCD1070 
TNF alpha 

0.0 

EOL-1 dbcAMP 

0.0 

Dermal fibroblast CCD1070 
IL-I beta 

0.0 

EOL-1 dbcAMP 
PMA/ionomycin 

0.0 

Dermal fibroblast IFN gamma 

0.0 

Dendritic cells none 

0.0 

Dermal fibroblast IL-4 

0.0 

Dendritic cells LPS 

0.0 

Dermal Fibroblasts rest 

0.0 

Dendritic cells anti-CD40 

0.0 

Neutrophils TNFa+LPS 

0.0 

Monocytes rest 

0.0 

Neutrophils rest 

0.0 

Monocytes LPS 

0.0 jColon 

0.0 

Macrophages rest 

0.6 jLung ^ 

0.0 

Macrophages LPS 

0.0 {Thymus 

0.0 

HUVEC none 

0.0 |Kidney 

0.0 

HUVEC starved 

0.6 j 



Panel 4.1D Summary: Ag741 1 Significant expression of this gene is detected in a 
liver cirrhosis sample (CT = 33.8). Furthermore, expression of this gene is not detected in 


normal liver on Panel 1.6, suggesting that its expression is unique to liver cirrhosis. 
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Therefore, therapeutic modulation of the expression or function of this gene may be used to 
diagnose this condition or to reduce or inhibit fibrosis that occurs in liver cirrhosis. 

G. CG137S73-03 (205101513edited2): Fibrinogen Alpha Chain 
Precursor Protein-like Protein. 

5 Expression of gene CGI 37873-03 (205101513edited2) was assessed using the 

primer-probe set Ag7412, described in Table GA. Results of the RTQ-PCR runs are shown 
in Tables GB and GC. 


Table GA . Probe Name Ag7412 


Primers 

——*-——•---''»- 1 — ' T — 1 — «— " j 

i 

Sequences jLength 

Start 
Position 

SEQ ED No 

Forward j* j -99aagctggaagctggaagta- j 2 , 

970 

276 

Probe 

TET- 5 1 - | 
ccaaaaccctgggagccctagacctg 26 
- 3 ' -TAMRA j 

998 

277 

Reverse 

5 ' -ctgccaggattccaggtt-3 1 j 1 S 

1034 

278 


Table GB . General_screening_panel_vl .6 


Tissue Name 

feel. Exp.(%) 
Ag7412, Run 
'306067375 _ 

. — r . — — ■— 

j 

•Tissue Name 

i 

ReL Exp.(%) 
Ag7412, Run 
306067375 

Adipose 

0.0* 

'^Rei^c7.TK^10~ 

3.3 

Melanoma* Hs688(A).T 

0.0 

Bladder 

1.0 

Melanoma* Hs68S(B).T 

0.0 ' \ 

Gastric ca. (liver met.) 
NCI-NS7 

0.0 

Melanoma* M14 

0.0 

iGastric ca. KATO III 

0.0 

[Melanoma* LOXIMVI 

0.0 

(Colon ca. SW-94S 

0.0 

jMelanoma* SK-MEL-5 

0.0 " 


Colon ca. SW480 

0.0 

[Squamous cell carcinoma 
;SCC-4 

0.0 

Colon ca.* (SW480 met) ' 
SW620 

0.0 

Testis Pool 

0.0 

JCoIon ca. HT29 

0.0 

Prostate ca.* (bone met) 
PC-3 

0.0 

Colon ca. HCT-116 

0.0 

Prostate Pool 

0.0 

Colon ca. CaCo-2 

6.4 

Placenta 

0.0 

[Colon cancer tissue 

0.0 

Uterus Pool 

0.0 


Colon ca. SW1116 

0.0 

Ovarian ca. OVCAR-3 

oo 


Colon ca. Colo-205 

0.0 

Ovarian ca. SK-OV-3 


" ]Colon ca. S W-4S jO.O 

Ovarian ca. OVCAR-4 

0.0 

jCoIon Pool 

0.0 

Ovarian ca.'OVCAR-5 

0.0 

jSmall Intestine Poo) |0.0 

Ovarian ca. IGROV-l 

0.0 

jStomach Pool ! 

0.1 
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Ovarian ca. OVCAR-S 

0.0 _ 


Bone Marrow Pool jO.O 

Ovary 

o.o 


Fetal Heart jO.O 


0.0 

|HeanPoo[ 

0.0 

Breast ca. MDA-MB-231 

0.0 

{Lymph Node Pool 

0.0 

Breast ca. BT 549 

0.0 


Fetal Skeletal Muscle 

0.0 

Breast ca. T47D 

0.0 

^Skeletal Muscle Pool 

6."o 

Breast ca. MDA-N 

0.0 

jSpleen Pool 

0.0 

Breast Pool 

0.0 


Thymus Pool 

0.0 

Trachea 

0.0 

jCNS cancer (glio/astro) 
1U87-MG 

0,0 

Lung 

0.0 

ICNS cancer (glio/astro) 
jU-118-MG 

ft ft 
u.u 

\ 

Fetal Lung j0.5 
i 

CNS cancer (neuro;met) 
SK-N-AS 

0.0 

Lung ca. NCI-N417 

0.0 

CNS cancer (astro) SF- 
539 

0.0 

Lung ca. LX-1 

0.0 

CNS cancer (astro) SNB- ' 
75 

0.0 

Lungca.NCI-H146 

0.0 

CNS cancer (glio j SNB- 
19 

0.0 

Lung ca. SHP-77 

0.0_ 

jCNS cancer (glio) SF-295 

ft ft 
u.u 

Lung ca. A549 

4.6" 

jBrain (Amygdala) Pool 

ft ft 

U.U 

Lungca.NCI-H526 

0.0 

[Brain (cerebellum) 

ft ft 
U.U 

Lung ca. NCI-H23 

0.0 

~~ — 

Brain (fetal) 

ft ft 
U.U 

Lungca.NCI-H460 

0.0 

iBrain (Hippocampus) 
IPool 

0.0 

Lung ca. HOP-62 

0.0 


Cerebral Cortex Pool 

0.0 

Lungca.NCI-H522 

0.0 

[Brain (Substantia nigra) 
(Pool 

0.0 

... ... 

Liver 

o~o 

iBrain (Thalamus) Pool 

0.0 

Fetal Liver 

100.0 

IBrain (whole) 

4.6 

Liver ca. HepG2 ! 

6.7 jSpinal Cord Pool 

0.0 

Kidney Pool fo.O 

{Adrenal Gland 

0.0 

Fetal Kidney jO.O 

{Pituitary gland Pool 

0.0 

Renal ca. 786-0 \ 

0.0 

.1 

Salivary Gland 

0.0 

Renal ca. A498 

0.0 

{Thyroid (female) 

0.0 

Renal ca. ACHN tO.O 


Pancreatic ca. CAPAN2 

0.0 

Renal ca. UO-31 !0.0 

jPancreas Pool 

0.0 


Table GC . Panel 4. ID 


Tissue Name 

Rel. Exp.(%) 
Ag7412, Run 
305065272 

Tissue Name 

Rel. Exp.(%) 
Ag7412, Run 
305065272 

Secondary Thl act 

0.0 

HUVECIL-lbeta 

0.0 

Secondary Th2 act 

0.0 

HUVEC IFN gamma 

0.0 
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Secondary Trl act 

|o.o 

\o.o" ~" 

HUVEC TNF alpha + IFN 
gamma 

HUVECTNF alpha + IL4 1 

0.0 

Secondary Thl rest 

lao 

Secondary Th2 rest 

jO.O 

HUVEC IL- 11 *0.0 

Secondary Trl rest 

jo.o 

Lung Microvascular EC none jO.O 

Primarv Th 1 apt 
LlllHaiy ill! aOL 


Lung Microvascular EC L 0 
TNFalpha + IL-lbeta | UU 

Primarv Th*? art 
rillllaiy II 1Z dtl 

0.0 

Microvascular Dermal EC L ~ 

•0.0 

none j 

PritYiQrv TV! opt 

rriiiiary in aci 

n n 
u.u 

Microsvasular Dermal EC L n 
TNFalpha + IL-lbeta *■ 

Primary Th 1 rest 

0.0 

Bronchial epithelium L n 
TNFalpha+ILlbeta j 

Primary Th2 rest 

0.0 

Small airway epithelium none jO.O 

Primary Trl rest 

0.0 

1 

Small airway epithelium L n 
TNFalpha+IL-lbeta f 

CD45RA CD4 
lymphocyte act 

! 

0.0 



0.0 

Coronery artery SMC rest jO.O 

CD45ROCD4 
lymphocyte act 

Coronery artery SMC L 0 
TNFalpha + IL-lbeta i 

CDS lymphocyte act {0.0 

Astrocytes rest ;0.0 

Secondary CDS L 
lymphocyte rest j ' 

Astrocytes TNFalpha + IL- \~ Q 
lbeta j 

Secondary CDS j 
lymphocyte act j ' 

KU-S 12 (Basophil) rest jo.O 

CD4 lymphocyte none 10.0 

KU-8 12 (Basophil) \ QQ 
PMA/ionomycin j 

2ryThl/Th2/Trl anti- 
CD95 CH11 

0.0 

CCD1 106 (Keratinocytes) 
none 

0.0 

LAK cells rest 
LAK cells IL-2 

0 0 iCCDl 106 (Keratinocytes) 
jTNFalpha + IL-lbeta 

0.0 ILiver cirrhosis 

0.0 

LAK cells IL-2+IL- 12 

0.0 

NCI-H292 none |0.0 

LAK cells IL-2+IFN 
gamma 

0.0 

NCI-H292 IL-4 lo.O 

LAK cells IL-2+ IL-18 

0.0 

NCI-H292 IL-9 jo!5 

LAK cells 
PMA/ionomycin 

0.0 

NCI-H292 IL-13 jo.O 

NK Cells IL-2 rest 

0.0 

NCI-H292 IFN gamma jO.O 

Two Way MLR 3day j 

0.0 

HPAEC none jO.O 

Two Way MLR 5 day 

0.0 

HPAEC TNF alpha + IL- 1 L Q 
beta j 

Two Way MLR 7 day 

0.0 

Lung fibroblast none jO.O 

PBMC rest 

o.o 

Lung fibroblast TNF alpha + L n 
IL-1 beta r U 

PBMCPWM ~T 

3.0 

Lung fibroblast IL-4 jO.O 
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PBMC PHA-L 

0.0 |Lung fibroblast IL-9 jOO , 

Ramos (B cell) none 

0.0 

Lung fibroblast IL- 13 jO.O 

Ramos (B cell) ionomycin 

0.0 

Lung fibroblast IFN gamma jo.O 

B lymphocytes PWM 

0.0 

Dermal fibroblast CCD1 070 \ Q Q 

rest | 

B lymphocytes CD40L 
and IL-4 

0.0 

Dermal fibroblast CCD1070 \ Q Q 

TNF alpha j ' 

EOL-1 dbcAMP 

0.0 

Dermal fibroblast CCD1070 
IL-1 beta 

0.0 

EOL-1 dbcAMP ] Q Q 
PMA/ionomycin | 

Dermal fibroblast IFN gamma 

0.0 

Dendritic cells none jO.O 

Dermal fibroblast IL-4 j9-?_ 

Dendritic cells LPS iO.O 

Dermal Fibroblasts rest ]0.0 

Dendritic cells anti-CD40 |0.0 

Neutrophils TNFa+LPS jO.O 

Monocytes rest b.O 

Neutrophils rest jO.O _ 

Monocytes LPS 

0.0 

Colon jO.O _ _ 

Macrophages rest 

0.0 

Lung 16.6 

Macrophages LPS 

0.0 

Thymus 

(0.0 

fao " 

HUVEC none 10.0 

Kidney 

HUVEC starved ;0.0 j J 


General_screening_panel_vl.6 Summary: Ag7412 Highest expression of this 
gene is seen in fetal liver (CT=27). Thus, expression of this gene could be used to 
differentiate between fetal and adult liver (CT=40). Furthermore, therapeutic modulation of 
the expression or function of this gene may be useful in the treatment of liver disorders. 


5 Pane! 4. ID Summary: Ag7412 Significant expression of this gene is detected in a 

liver cirrhosis sample (CT = 28.3). Therefore, therapeutic modulation of the expression or 
functoin of this gene may be used to diagnose this condition and to reduce or inhibit fibrosis 
that occurs in liver cirrhosis. 

H. CG1378S2-02: Membrane Protein FLJ212269-like Protein. 

10 Expression of gene CGI 37882-02 was assessed using the primer-probe set Ag7046, 

described in Table HA. 


Table HA . Probe Name Ag7046 


Primers {Sequences 

Length 

Start 
Position 

SEQ ID No 

279*"" 

Forward |5 1 - tgtgaacgtcgaagcaacc-3 1 


391 

jTET-5 ' - 

Probe jagtctcaccttccagcgacaagctt.ee 
j-3 * -TAMRA 

27 

421 

280 
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Reverse | 5 ] " t^ggagagatattggaaaggaat- j 23 


461 


281 


General_screening_panel_vl.6 Summary: Ag7046 Expression of this gene is 
low/undetectable in all samples on this panel (CTs>35). 

I. CG137910-01: FLJ21432-like protein. 

Expression of gene CGI 379 10-01 was assessed using the primer-probe set Ag7448, 
described in Table IA. Results of the RTQ-PCR runs are shown in Tables IB and IC. 

Table IA . Probe Name Ag7448 


Primers 

Sequences 

Length 

l isir l jsEQIDNo 
Position j 

Forward j5 ■ -aggagccattctctgccttt-3 1 j 

20 1 

315 [282 

Probe 

TET-5 1 - 

catggctcttccacacagtctactgcca 
-3 * -TAMRA 

28 

a ' 1 

341 |283 

Reverse 

5 * -cagtttagagaagagccgagaga- ^ 

380 |284 


Table IB . CNS_neurodegeneration_vl.O 


Tissue Name 

Rel. Exp.(%) 
Ag7448, Run 
306067416 

r " — 

Tissue Name 

Rel. Exp.(%) 
Ag7448, Run 
306067416 

AD 1 Hippo 

12.5 

Control (Path) 3 
Temporal Ctx 

5.2 

AD 2 Hippo 

29.1 

Control (Path) 4 
Temporal Ctx 

12.2 

AD 3 Hippo 

9.9 jAD 1 Occipital Ctx j 14.3 

AD 4 Hippo 

6.4 AD 2 Occipital Ctx j 
l(Missing) | 

AD 5 hippo 

48.3 

AD 3 Occipital Ctx J 16.3 

AD 6 Hippo 

41.2 

AD 4 Occipital Ctx |l7.3 

Control 2 Hippo 

16.4 

AD 5 Occipital Ctx 1 1 1.2 

Control 4 Hippo 

10.4 

AD 6 Occipital Ctx 

25.5 

Control (Path) 3 Hippo 

2.9 

Control 1 Occipital Ctx 

5-8 

AD 1 Temporal Ctx 

7.3 1 

Control 2 Occipital Ctx 

30.8 

AD 2 Temporal Ctx 

27.5 

Control 3 Occipital Ctx 

11.6 

AD 3 Temporal Ctx 1 

9.5 • 

Control 4 Occipital Ctx 

11.6 

AD 4 Temporal Ctx 

16.2 

Control (Path) 1 
Occipital Ctx 

47.0 
5.1 

AD 5 Inf Temporal Ctx 

100.0 

Control (Path) 2 
Occipital Ctx 

! 

AD 5 SupTemporal Ctxl52.9 

Control (Path) 3 
Occipital Ctx 

9.5 
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AD 6 Inf Temporal Ctx 

- s? jControl (Path) 4 
" |Occipital Ctx 

9.6 

AD 6 Sup Temporal 
Ctx 

36.1 {control 1 Parietal Ctx 
I 

4.1 

(Control 1 Temporal Ctx 

5.6 

Control 2 Parietal Ctx 

37.9 

(Control 2 Temporal Ctx 

32.1 

Control 3 Parietal Ctx 

10.2 

t i 

Control 3 Temporal Ctx, 

1 ... . 

s 5 'Control (Path) 1 
iParietalCtx 

27.9 


12.8 

Control (Path) 1 j OQ 6 jControl (Path) 3 
Temporal Ctx : f ' [Parietal Ctx 

9.8 

Control (Path) 2 
Temporal Ctx 

, jControl (Path) 4 
100 j Parietal Ctx 

17.2 


Table IC . Panel 4. ID 


|rissue Name 

\ 

[Rel. Exp.(%) 
!Ag7448, Run 
306067435 

Tissue Name 

Rel. Exp.(%) 
Ag7448, Run 
306067435 

•Secondary Thl act 

53.2 

IHUVECTL-Ibeta 

55.1 

;Secondary Th2 act 

81.2 

|HUVEC IFN gamma 

50.7 

Jsecondary Trl act 

i 

8.6 

HUVEC TNF alpha + IFN 
gamma 

8.2 

(Secondary Thl rest 

!5.6 

HUVEC TNF alpha + IL4 


[Secondary Th2 rest 

6.7 

HUVEC IL- 11 

20.3 

Secondary Trl rest 

3.8 

Lung Microvascular EC none 


Primary Thl act 

10.7 

Lung Microvascular EC 
TNFalpha + IL-lbeta 

24.3 

Primary Th2 act 

51.8 

Microvascular Dermal EC 
none 

18.0 

Primary Trl act 

62.9 

Microsvasular Dermal EC 
TI^Falpha + IL-lbeta 

11.0 

Primary Thl rest 

3.7 

Bronchial epithelium 
TTfJFalpha + ILlbeta 

26.1 

Primary Th2 rest 


Small airway epithelium none 

29.9 

Primary Trl rest 

0.6 

Small airway epithelium 
TljsIFalpha + IL-lbeta 

58.6 

CD45RA CD4 
lymphocyte act 

45.7 

i 

Coronery artery SMC rest 

16.0 

CD45RO CD4 i 
lymphocyte act j 

68.3 

Coronery artery SMC 
TNFalpha+IL-lbeta 

23.8 

CDS lymphocyte act 

10.4 

Astrocytes rest 

5.5 

Secondary CDS 
lymphocyte rest 

12.3 

Astrocytes TNFalpha + IL- 
Ibeta 

4.S 

Secondary CDS 
lymphocyte act 

12.0 

KU-81 2 (Basophil) rest 

34.2 
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CD4 lymphocyte none 

2ryThl/Th2/TrlJinti- 
CD95 CH11 

1.0 
9.8 

1 ■ — ■ - 1 

KU-S12 (Basophil) 

PMA/ionomycin 

CCD1 106 (Keratinocytes) 
none 

79.0 
16.8 

LAK cells rest 

18.2 

CCDl 1 06 (keratinocytes) 

I INF dipila 1 LLj- 1 DC Id 

6.9 

LAK cells IL-2 

LAK cells IL-2+IL12" 

18.9 

Liver cirrhosis 
NCI-H292 none 

9T ~7 ~ ~~ 

40.3 

LAK cells IL-2+IFN 
gamma 

9.2 

NCI-H292 IL-4 

68.8 

LAK cells IL-2+ IL-18 

10.4 

NCI-H292 IL-9 


LAK cells 
PMA/ionomycin 

77.9 

NCI-H292IL-13 

39.5 

NK Cells IL-2 rest 182.4 

NCI-H292 IFN gamma 

19.6 

|Two Way MLR 3 day {9.5 

HPAEC none 

7.2 

[two Way MLR 5 day [5.4 

1 . „ ..... . — • . 

HPAEC TNF alpha + IL-1 
beta 

58.6 

|Two Way MLR 7 day 

10.4 

Lung fibroblast none 


r 1 — * 

PBMC rest 

~ q {Lung fibroblast TNF alpha + 
i!J jIL-1 beta 

23.7 

PBMC PWM 

,20.9 jLung fibroblast IL-4 

30. S 

PBMC PHA-L 1 1 5.6 jLung fibroblast IL-9 

55.5 

Ramos (B cell) none 

33.4 jLung fibroblast IL- 13 

7.6 

'Ramos (B cell) ionomycin 

97.3 jLung fibroblast IFN gamma 

51.4 

B lymphocytes PWM 

30 s jDermal fibroblast CCD1 070 
jrest 

63.7 

B lymphocytes CD40L 
and IL-4 

45.4 

Dermal fibroblast CCDl 070 
TNF alpha 

100,0 

EOL-1 dbcAMP 

m 

64.2 

Dermal fibroblast CCDl 070 
IL-1 beta 

40.9 

EOL-1 dbcAMP 
PMA/ionomycin 

13.1 

Dermal fibroblast IFN gamma 

O/t 7 
jLQ. 1 

Dendritic cells none 

10.7 

Dermal fibroblast IL-4 

30.8 

Dendritic cells LPS 

4.9 

Dermal Fibroblasts rest 

23.2 
_„ 

Dendritic cells anti-Ct)40 ( 1 8.2 

Neutrophils TNFa+LPS 


Monocytes rest 7.4 

Neutrophils rest 

15.4 

Monocytes LPS j79.0 

Colon 

8.1 

Macrophages rest ] 1 7.8 


4.8 

Macrophages LPS |13.2 

Thymus 

4.7 

HUVECnone J27.9 

Kidney 

18.6 

HUVEC starved |51.1 




CNS_neurodegeneration_vl.O Summary: Ag7448 This gene appears to be 
upregulated in the temporal cortex of Alzheimer's disease patients when compared with 
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non-demented controls. Therefore, modulation of the expressoin or function of this gene 
may slow or stop the progression of Alzheimer's disease. 

Panel 4.1D Summary: Ag744S This gene is ubiquitously expressed in this panel 
with highest expression in TNF-a treated dermal fibroblasts (CT=29). This gene is also 
5 expressed at moderate levels in a wide range of cell types of significance in the immune 
response in health and disease. These cells include members of the T-cell, B-cell, 
endothelial cell, macrophage/monocyte, and peripheral blood mononuclear cell family, as 
well as epithelial and fibroblast cell types from lung and skin, and normal tissues 
represented by colon, lung, thymus and kidney. This ubiquitous pattern of expression 

10 suggests that this gene product may be involved in homeostatic processes for these and 
other cell types and tissues as well as in cell survival and proliferation. Therefore, 
modulation of the gene product with a functional therapeutic may lead to the alteration of 
functions associated with these cell types and lead to improvement of the symptoms of 
patients suffering from autoimmune and inflammatory diseases such as asthma, allergies, 

15 inflammatory bowel disease, lupus erythematosus, psoriasis, rheumatoid arthritis, and 
osteoarthritis. 

J. CG138013-01: Sialic acid-binding immunoglobulin like lectin- 
9-like protein. 

Expression of gene CGI 38013-01 was assessed using the primer-probe set Ag4957, 
20 described in Table JA. Results of the RTQ-PCR runs are shown in Tables JB, JC and JD. 

Table JA . Probe Name Ag4957 


Primers 

Sequences jLength 

Forward 

5 ' -cggggagatacttctttcgtat-3 » 

22 

[probe 

TET-5 ' - 

tggaattataaacatcaccggctctctg 
- 3 1 -TAMRA 

28 

Reverse 

5 1 -ggtcaaggctgtcacattca-3 1 

20 



Table JB . AI_comprehensive panel_vl.0 


Tissue Name 

..... - - 

Rel. Exp.(%) 
Ag4957, Run 
222176655 

Tissue Name 

Rel. Exp.(%) 
Ag4957, Run 
222176655 

110967 COPD-F 

6.1 

112427 Match Control 
Psoriasis-F 

5.7 

1 10980 COPD-F j 

3.2 

1 12418 Psoriasis-M 

4.4 
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1 10968 COPD-M \6A 

» fc i 

112723 Match Control 
Psoriasis-M 

2.6 

1HJ977 COPD-M j4.6 . 

1 12419 Psoriasis-M 

9.0 

1 10989 Emphysema-F |4.2 

112424 Match Control 
1 Psoriasis-M 

4.2 

U10992 Emphysema-F ;2.3 

112420 Psoriasis-M 

8.1 

1 1 0993 Emphysema-F j3 .8 ! 1 1 2425 Match Contro1 
^„ w-v ^ . j |Psoriasis-M 

3.5 

110994 Emphysema-F jl.4 

5104689 (MF) OA Bone-' 
Rackus 

29.3 

1 10995 Emphysema-F 17.1 

1 04690 (MF) Adj 
"Normal" Bone-RackiK 

11.1 

110996 Emphysema-F |2.7 

104691 (MF)OA 
Synovium-Backus 

37.9 

110997 Asthma-M j5.1 

104692 (BA) OA 
Cartilage-Backus 

0.9 

111001 Asthma-F |6.7 

104694 (BA) OA Bone- 
Backus 

29.5 

111002Asthma-F 15.6 
fc < j 

104695 (BA) Adj 
"Normal" Bone-Backus 

10.4 

111003 Atopic Asthma- |j 4 

£, _ \ 

104696*(BA) OA 
Synovium-Backus 

100.0 

111 1004 Atopic Asthma- L A 

|f 

104700 (SS) OA Bone- 
Backus 

31.0 

111005 Atopic Asthma- 
F 

2.0 

104701 (SS)Adj 
"Normal" Bone-Backus 

19.2 

111006 Atopic Asthma- 
F 

0.5 

104702 (SS) OA 
Synovium-Backus 

28.3 

111417 Allergy-M 

4.0 

117093 OA Cartilage 
Rep7 

4.0 

lTi^ATie^g^ 

[6.0 

112672 OA Bone5 

8.8 

1 12349 Normal Lung-F 

0.5 

112673 OA Synovium5 

4,5 

112357 Normal Lung-F 

16.7 

112674 OA Synovial 
Fluid cells5 

2.7 

112354 Normal Lung- 

k ™ - 

7.7 

117100 OA Cartilage 
Repl4 

~~ ...s*^.^-, ..... ^ m 

3.1 

|1 12374 Crohns-F |7.2 

112756 OA Bone9 

U.V/ 

112389 Match Control I 
|Crohns-F 

112375 Crohns-F 

5.5 
1.6 

I12757 0ASynovium9 
Fluid Cells9 

0.7 
5.5 

1 12732 Match Control 
Crohns-F 

52 1 

117125 RA Cartilage 
Rep2 

5.0 ! 

1 12725 Crohns-M jl.l 

1 13492 Bone2 RA 

17.9 

112387 Match Control L . 
Crohns-M j 3 ' 4 

H3493Synovium2RA 1 

5.1 
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1 ! 
112378 Crohns-M |0.8 

113494 Syn Fluid Cells 
RA 

14.0 

- — ~ — — — 

112390 Match Control U g 
Crohns-M j 

113499 Cartilage4 RA 

17.4 

1 12726 Crohns-M ; 

2.2 

1 13500 Bone4RA 

16.3 

112731 Match Control 
Crohns-M 

1.7 
1.9 

113501 Synovium4RA 

TT3502SyiTFh^ 
RA 

12.5 

10.7 | 

112380 Ulcer Col-F 

112734 Match Control 
Ulcer Col-F 

15.5 

113495 Cartilage3 RA 

24.7 

112384 Ulcer Col-F 

6.7 

113496 Bone3 RA 

23.8 

112737 Match Control 
Ulcer Col-F 

1.2 

1 13497 Synovium3 RA ; 

12.6 

112386 Ulcer Col-F 

1.1 

113498 Syn Fluid Cells3 

112738 Match Control 
Ulcer Col-F 

m , i .,. r ,_ ..... 

4.1 

1 17106 Normal Cartilage L . 
Rep20 f 

112381 Ulcer Col-M 

0.0 jl 13663 Bone3 Normal 

0.7 
0.0 

112735 Match Control 
Ulcer Col-M 

5.6 

113664 Synovium3 
Normal 

112382 Ulcer Col-M 

5.1 

11 3665 Syn Fluid Cells3 
Normal 

0.0 

112394 Match Control 
Ulcer Col-M 

0.4 

117107 Normal Cartilage 
Rep22 

1.7 

112383 Ulcer Col-M 


113667 Bone4 Normal 

1.8 

112736 Match Control 
Ulcer Col-M 

1.4 

113668 Synovium4 
Normal 

1.5 

112423 Psoriasis-F 

4.0 

113669 Syn Fluid Cells4 
Normal 

4.1 


Table JC . Panel 4.1D 


- 

Tissue Name 

Rel. Exp.(%) 
Ag4957, Run 
219311035 

Tissue Name 

Rel. Exp.(%) 
Ag4957, Run 
219311035 

Secondary Thl act 

0.0 jHUVECiL-lbeta 

0.0 

Secondary Th2 act 

r 0.1 |HUVEC IFN gamma 

0.0 

Secondary Trl act jo.0 

HUVEC TNF alpha + IFN 
gamma _ 

0.0 

Secondary Th 1 rest 

0.0 

HUVEC TNF alpha + IL4 

0.0 

Secondary Th2 rest 

0.0 

HUVEC IL- 11 

Secondary Trl rest 

0.0 

Lung Microvascular EC none 

0.2 

Primary Thl act 

0.0 

Lung Microvascular EC 
TNFalpha+IL-lbeta 

0.0 

Primary Th2 act 

0.0 

Microvascular Dermal EC 
none 

0.0 
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{ 

Primary Trl act jO.O 
Primary Thl rest jo.l 

Microsvasular Dermal EC 
TNFalpha + lL-lbeta 

Bronchial epithelium 
TNFalpha +IL1 beta 

0.0 
0.0 

Primary Th2 rest jO.O 

Small airway epithelium none jO.l 

Primary Trl rest 

0.0 

Small airway epithelium 
TNFalpha* IL-1 beta 

0.0 

CD45RA CD4 
lymphocyte act 

0.0 

Coronery artery SMC rest 

0.0 

CD45RO CD4 
lymphocyte act 

0.4 

Coronery artery SMC 
TNFalpha + IL-1 beta 

0.2 

CDS lymphocyte act 

0.3 

Astrocytes rest 

0.0 

Secondary CDS* 
lymphocyte rest 

0.4 

Astrocytes TNFalpha + IL- L Q 
lbeta ] 

Secondary CDS ^ 
lymphocyte act j 

KU-812 (Basophil) rest jo.O 

CD4 lymphocyte none 

0.5 

KU-8 12 (Basophil) ; Q4 
PMA/ionomycin j 

2ryThl/Th2/Trl anti- 
CD^ CHU ^ 

1CCD 1 1 06 (Keratinocytes) \ Q Q 
jnone j 

LAK cells rest 

. _ CCD1 1 06 (Keratinocytes) L Q 
|TNFalpha+ IL-1 beta 

[LAK cells IL-2 j6.2 iLiver cirrhosis J 1.0 

LAK cells IL-2+IL-f2 10.4 JNCI-H292 none jO.O 

LAK cells IL-2+IFN 
gamma 

LAKcelTsIL-2TlL-ir 

i 

0.5 NCI-H292 IL-4 0.0 

0.3 |nCI-H292 iI-9 [6.0 

LAK cells 
PMA/ionomycin 

8.5 

i 

NCI-H292IL-13 jO.l 

NK Cells IL-2 rest 

1.7 

NCI-H292 IFN gamma 

jo.o 

jo\(T "\ 

Two Way MLR 3 day 

10.4 jHPAECnone 

Two Way MLR 5 day 

3.9 

HPAEC TNF alpha + IL-1 
beta 

jo.o 

Two Way MLR 7 day 

0.8 

Lung fibroblast none 

PBMC rest 

7.5 

Lung fibroblast TNF alpha + | 0Q 
IL-1 beta S " 

PBMC PWM 

2.4_ 

Lung fibroblast IL-4 (0\q_ 

PBMC PHA-L 

4.0*"" 

jLun glfibroblasTfL-9 ' jo.O 

Ramos (B cell) none 

0.6 |Lung fibroblast IL-1 3 tO.O 

Ramos (B cell) ionomycin 

0.0 )Lting fibroblast IFN gamma Jo.0 

B lymphocytes PWM 

Dermal fibroblast CCD 107*0 j Q0 
jrest ? 

B lymphocytes CD40L 
and IL-4 

0.1 

Dermal fibroblast CCDl 070 \ Q} | 
TNFalpha j * 

EOL-1 dbcAMP 



1.4 

Dermal fibroblast CCD 1 070 L Q 
IL-1 beta i ' 
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EOL-1 dbcAMP 
PMA/ionomycin 

5.7 

Dermal fibroblast IFN gamma; 

KJ.yJ 

Dendritic cells none 

35.6 

Dermal fibroblast IL-4 

03 

Dendritic cells LPS 

25.5 

Dermal Fibroblasts rest 

0.0 | 

Dendritic ceils anti-CD40 

57.4 

Neutrophils TNFa+LPS 

3.9 

Monocytes rest 

51.8 

Neutrophils rest 

40.3 

Monocytes LPS 

100.0 

Colon 

0.1 

Macrophages rest 

29.1 )Lung 

19.9 

Macrophages LPS 

12.2 

Thymus 

0.5 

HUVEC none fo.O 

Kidney 

0.1 

HUVEC starved jO.O j 


Table JD. general oncolosv screening panel v 2.4 


Tissue Name 

Rel. Exp.(%) 
Ag4957, Run 
260281958 


Tissue Name 

Rel. Exp.(%) 
Ag4957, Run 
260281958^ 

Colon cancer 1 

20.9 

•Bladder cancer NAT 2 

6.0 -t ~ 

Colon cancer NAT 1 

14.6 

jBladder cancer NAT 3 

0.0 

Colon cancer 2 

34T9 


Bladder cancer NAT 4 

0.0 

Colon cancer NAT 2 

5.5 

jProstate adenocarcinoma 

h 

13.5 

Colon cancer 3 

22.5 

jProstate adenocarcinoma 

\2 

* .. « „, _ 

1.5 

Colon cancer NAT 3 

4.2 

(Prostate adenocarcinoma g- ^ 
b ! 

Colon malignant cancer 
4 

44.1 

;Prostate adenocarcinoma 

i4 

17.1 

Colon normal adjacent 
tissue 4 

5.6 

1 

jProstate cancer NAT 5 

3.0 

Lung cancer 1 

33.4 

jProstate adenocarcinoma 
i6 

1.4 

Lung NAT 1 

12.2 

Prostate adenocarcinoma 
7 

3.0 

Lung cancer 2 

22.4 

IProstate adenocarcinoma 

is 

0.0 

Lung NAT 2 

4.8 

Prostate adenocarcinoma 
9 

10.4 

Squamous cell 
carcinoma 3 

43.2 

Prostate cancer NAT 10 

0.0 

Lung NAT 3 

2.9 

jKidney cancer 1 

73.2 

metastatic melanoma 1 

16.6 


KidneyNAT 1 

11.1 

Melanoma 2 

3.2 

jKidney cancer_2 _ 

80.7 

Melanoma 3 

0.0 

jKidney NAT 2 

4.0 

metastatic melanoma 4 

70.7 

jKidney cancer 3 

20.0 

metastatic melanoma 5 

100.0 

jKidney NAT 3 

3.1 

Bladder cancer 1 

3^5 

jKidney cancer 4^ 

23.5 

^ — mm . .. — — - .~-.J 
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(gladder cancer 2 14.2 J _ 

AI__comprehensive paneljvl.O Summary: Ag4957 Highest expression of this 
gene is detected in orthoarthritis synovium (CT=31.5). In addition, moderate to low levels 
of expression of this gene is also seen in samples derived from osteoarthritic (OA) bone and 
adjacent bone as well as OA and normal bone, and OA synovium. Low level expression is 
5 also detected in cartilage, bone, synovium and synovial fluid samples from rheumatoid 
arthritis patients. This gene codes for a variant of sialic acid-binding immunoglobulin-like 
lectin-9 (SIGLEC-9) protein. Siglec-9 was found to be expressed at high or intermediate 
levels by monocytes, neutrophils, and a minor population of CD16(+), CD56(-) cells and at 
lower levels in B cells, NK cells and minor subsets of CD8(+) T cells and CD4(+) T cells 

10 (Zhang et aL, 2000, J Biol Chem 275(29):22121-6, PMID: 10801862). Similar pattern of 
expression of SIGLEC-9 encoded by this gene in monocytes, neutrophils and T cells, is also 
seen in panel 4. ID. Monocytes and T cells are know to play a role in the pathogenesis of 
arthritis (VanderBorght et aL, 2001, Semin Arthritis Rheum 31(3):160-75, PMID: 
1 1740797; Jenkins JK et al, 2002, Am J Med Sci 323(4): 171 -80, PMID: 12003371). 

15 Therefore, therapeutic modulation of the SIGLEC-9 protein encoded by this gene may be 
useful in the treatment of osteoarthritis and rheumatoid arthritis. 

Panel 4.1D Summary: Ag4957 Highest expression of this gene is detected in LPS 
treated monocytes (CT=28.5). In addition, moderate levels of expression of this gene is also 
seen in resting monocytes, dendritic cell, and macrophages. Thus, therapeutic modalities 

20 that block the function of the this gene product may be useful in the reduction or elimination 
of the symptoms in patients with autoimmune and inflammatory diseases in Which 
monocytes, dendritic cells and macrophages play an important role in antigen presentation 
and other functions. Furthermore, moderate to low levels of expression of this gene is also 
seen in eosinophils, PBMC cells, two way MLR, LAK cells, stimulated neutrophils and 

25 lung. Therefore, therapeutic modulation of this gene product may be beneficial in the 

treatment of autoimmune and inflammatory diseases, such as lupus erythematosus, Crohn's 
disease, ulcerative colitis, multiple sclerosis, chronic obstructive pulmonary disease, 
asthma, emphysema, or rheumatoid arthritis. 

general oncology screening panel_v_2.4 Summary: Ag4957 Highest expression 
30 of this gene is detected in metastic melanoma (CT=33.2). Moderate to low levels of 
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expression of this gene is also seen in malignant colon cancer, lung cancer, and kidney 
cancer. Expression of this gene is higher in cancer as compared to the corresponding 
adjacent normal tissue. Therefore, expression of this gene may be used as diagnostic marker 
for detection of these cancers and therapeutic modulation of this gene or its product through 
5 the use of small molecule drug or antibodies may be useful in the treatment of these cancers 
and also their metastasis. 

K. CG138074-01: RIKEN 2310012P03-like protein. 

Expression of gene CGI 3 8074-01 was assessed using the primer-probe set Ag4952, 
described in Table KA. 

1 0 Table KA . Probe Name Ag4952 


Primers 

; 

Sequences jLength 

f}* r l ISEQIDNo 
Position i 

Forward 

5 ' - tacaccaccatgctgtccat-3 ' 

20 

574 

288 
289 

Probe 

TET-5 1 - 

ccatatccattctgccttggacacct 
-3' -TAMRA 

26 

609 

Reverse ~ actc 9 t 9 tcactcatcat 9 tca ~ 

™ Se . -.i 3, . — 

22 |648 

1 «__*4*-» 

290 


L. CG138573-01: FOLATE RECEPTOR 3-LIKE PROTEIN. 

Expression of gene CG138573-01 was assessed using the primer-probe set Ag4964, 
described in Table LA. 

1 5 Table LA . Probe Name Ag4964 


Primers 


Sequences 

Length 

(Start 
'Position 

SEQ ID No 

Forward 

i 

5 ' -ctggatgtatccccactctaca- 

3' ^ 

22 

- - - 

256 

291 

Probe 

jTET-5 1 - 

jttcagcctgtttcactgtggactgct 
1-3 1 -TAMRA 

26 


2S0 

292 

Reverse 


5 • -tagaagcagatagcctggatga- 
3' 

22 

329 

293 


General_screening_panel_vl.5 Summary: Ag4964 Expression of this gene is 
low/undetectable in all samples on this panel (CTs>35). 

Panel 4.1D Summary: Ag4964 Expression of this gene is lovv/undetectable in all 
samples on this panel (CTs>35). 
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M. CG138606-01: BRUSH BORDER 61.9 KDA PROTEIN 
PRECURSOR-LIKE PROTEIN. 

Expression of gene CGI 38606-01 was assessed using the primer-probe set Ag4970 } 
described in Table MA. Results of the RTQ-PCR runs are shown in Tables MB and MC. 

5 Table MA . Probe Name Ag4970 


Primers 

Sequences 

Length 

Start 
Position 

SEQ ID No 

Forward 

5 1 -ttatatccctcgggaaattgac- 

n 

22 

1248 i 

294 

i — " ■ * ■ - — 

Probe 

TET- 5 ' - 

aaacacagccatcgtcatcacctttg 
-3 ' -TAMRA 

26 

1287 

295 

Reverse 

5 • - tgbcaatgggaaatggtctaaa- ^ 

3 1 " r 

1321 

296 




Table MB , General_screening_panel_vl.5 


Tissue Name 

Rel. Exp.(%) 
Ag4970, Run 1 
228926385 

Tissue Name 

Rel. Exp.(%) 
Ag4970, Run 
228926385 

Adipose 

MeFanoma* Hs688(A).T^ 

5.1 

Renal ca. TK-10 


1.4 

Bladder |2.9 

Melanoma* Hs688(B).T 

3.1 

Gastric ca. (liver met.) L « 
NCI-N87 j 

Melanoma 511 M14 

0.0 

Gastric ca. KATO _ JO.O 

Melanoma* LOXIMVI 

0.0 

Colon ca. SW-948 


Melanoma* SK-MEL-5 

6.0 

Colon ca. SW48"o" 

1.3 

Squamous cell carcinoma 
SCC-4 

0.7 

Colon ca.* (SW480 met) . 
SW620 

0.0 

Testis Pool 

21.6 

Colon ca. HT29 

0.0 

Prostate ca.* (bone met) 
PC-3 

0.7 

Colon ca. HCT-116 

1.2 

Prostate Pool 

2.7 

Colon ca. CaCo-2 1 

2.6 

Placenta 

oj) _ 

Colon cancer tissue [3.5 

Uterus Pool 

3.4* "* 

Colon ca.SWll 16 [0.0 

Ovarian ca. OVCAR-3 

0.0 

Colon ca. Colo-205 |0.0 

Ovarian ca. SK-OV-3 

To.7 (Colon ca. SW-48 |0.0 

Ovarian ca. OVCAR-4 

0.6 jcolonPooi |l6.7 

Ovarian ca. OVCAR-5 

0.0 

Small Intestine Pool jlOO.O 

Ovarian ca. 1GROV-I 

0.5 

Stomach Pool f4.9~ 

Ovarian ca. OVCAR-8 

0.0 

Bone Marrow Pool 16.0 

Ovary 

5.0 

Fetal Heart j4.2 

Breast ca. MCF-7 

0.5 

Heart Pool [3.2 

Breast ca. MDA-MB-231 

0.5 

Lymph Node Pool j 13.5 
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Breast ca. BT 549 

5.4 

(Fetal Skeletal Muscle 

1.8 

Breast ca. T47D 

0.0 

{Skeletal Muscle Pool 

5.7 

Breast ca. MDA-N 

0.0 

jSpleen Pool 

3.3 

Breast Pool 

9.4 

^Thymus Pool 

8.0 

Trachea 

0.9 | 

CNS cancer (glio/astro) 
U87-MG 

0.0 



Lung 

4.3 

CNS cancer (glio/astro) 
U-118-MG 


( 

Petal 1 ,|inp 

c i 

DA 

iCNS cancer (neuro;met) 
jSK-N-AS 

0.0 

Lung ca. NCI-N4I7 

0.0 

jCNS cancer "(astro) SF- 
;i539 

0.0 

Lungca. LX-1 

0.0 

jCNS cancer (astro) SNB- 
|75 

4.4 

Lung ca. NCI-H146 

0.0 

[CNS cancer (glio) SNB- 
|19 

0.5 

Lung ca. 6Hr-77 


]CNS cancer (glio) SF-29"? 

1 7 

' * ' _ _ 

Lung ca. A549 


{Brain (Amygdala) Pool 

1 c 

1 .J 

Lung ca. nCI-Hd2o 

0.0 

jBrain (cerebellum) 


Lung ca. NCl-Hzi 

1.2 


Brain (fetal) 

1 .J 

Lungca. NCI-H460 

0.8 


Brain (Hippocampus) 
Pool 

2.0 

Lung ca. HOP-62 

0.9 

jCerebral Cortex Pool 

1.9 

Lung ca. NCI-H522 

0.3 

jBrain (Substantia nigra) 
(Pool 

1.1 

Liver 

r 6.o 

JBrain (Thalamus) Pool 

0.9 

Fetal Liver 

3.7 

3rain (whole) 

0.5 

Liver ca. HepG2 

0.6 

Spinal Cord Pool 

2.1 

Kidney Pool 

21.0 

Adrenal Gland 

0.4 ^ 

Fetal Kidney 

13.6 

Pttuitajy glandPool 

oF 'Z _~ " 

Renal ca. 786-0 

0.0 

Salivary Gland 

4.6 

Renai ca. A498 

0.0 

Thyroid (female) 

0.0_ 

Renal ca. ACHN 

0.0 

Pancreatic ca. CAPAN2 

ao J 

Renal ca. UO-3 1 

1.1 

Pancreas Pool 

|9.5 

Table MC. Panel 4.1D 

Tissue Name 

Rel. Exp.(%) 
Ag4970, Run 
223692673 

Tissue Name 

IRel. Exp.(%) 
jAg4970, Run 
1223692673 

Secondary Thl act 

0.0 

HUVEC IL-lbeta 

"lo.o 

Secondary Th2 act 

0.0 

HUVEC IFN gamma 

•0.8 

Secondary Trl act 

0.0 

HUVEC TNF alpha + IFN 
gamma 

|o.o 

< . 

Secondary Thl rest 

0.0 

HUVEC TNF alpha + IL4 J3 .0 

Secondary Th2 rest 

0.0 

HUVEC IL- 11 |0.0 
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Secondary Trl rest 

1.1 jLung Microvascular EC none , 

0.0 

-~ 4 ~ — 

ri imaiy i n 1 act 

n n : 'Lung Microvascular EC L p 
au {TNFalpha + IL-1 beta 

ri unary in.i act 

q q jMicrovascular Dermal EC j Q 4 
jnone | 

Primary Trl act 

ft n iMicrosvasular Dermal EC L 0 
u ' u (TNFalpha + I L-l beta j 

Primary Thl rest 

ft iBronciiiai epithelium } 0 ^ 
jTNFalpha + ILlbeta j 

Primary Th2 rest 

0.0 jSmall airway epithelium none .0.0 

DiMmamf 1 »• 1 raft 

ri imaiy j l i rest 

. jSmall airway epithelium L ft 
1,1 jTNFalpha + lL-lbeta j 

CD45RA CD4 
lymphocyte act 

ft 0 

Coronery artery SMC rest jo.O 

CD45RO CD4 
lymphocyte act 

0.0 

Coronery artery SMC L Q 
TNFalpha + IL- 1 beta j 

CDS lymphocyte act 

0.0 

Astrocytes rest 

0.0 

Secondary CDS 
lymphocyte rest 

0.0 

Astrocytes TNFalpha + IL- 
lbeta 

0.7 

Secondary CDS 
lymphocyte act 

0.0 

KU-8 12 (Basophil) rest 

3.2 

CD4 lymphocyte none 

I 

0.8 

KU-8 12 (Basophil) 
PMA/ionomycin 

8.4 

2ry Thl/Th2/Trl_anti- 
CD95 CHI 1 

- - »' 

0.0 

CCD1 106 (Keratinocytes) 
none 

1.2 

LAK cells rest 

0.0 

CCD1 1 06 (Keratinocytes) L 0 
TNFalpha + IL- 1 beta J 

[LAK ceils IL-2 

0.0 

Liver cirrhosis 

[LAK ceils IL-2+IL-12 

0.0 

NCI-H292 none j0.9 

LAK cells IL-2+IFN 
gamma 

0.0 

NCI-H292 IL-4 jO.O 

LAK cells IL-2+ IL-18 

0.0 

NCI-H292IL-9 JO.O _ 

LAK cells 

PN/f A /innAiYivpin 
r ivjLrW 1U11UJ \\j\t\\ \ 

0.0 

NCI-H292 1L-13 1.3 

NK Cells IL-2 rest 

0.0 _ 

NC1-H292 1FN gamma |6.0 

Two Way MLR 3 day 

0.0 * 

r HPAECnone jl.8 

Two Way MLR 5 day 

jHPAECTNF alpha +IL-1 L g 
ibeta j " 

Two Way MLR 7 day 

0.0 

Lung fibroblast none 

3.0 

PBMC rest 

0.0 

Lung fibroblast TNF alpha + 
IL-1 beta 

1.5 

PBMC PWM 

0.0 

Lung fibroblast IL-4 j0.9 

PBMC PHA-L 

0.0 

Lung fibroblast IL-9 »2.S 

Ramos (B cell) none jO.O jLung fibroblast IL- 13 il.8 

Ramos (B cell) ionomycin jO.O Lung fibroblast I FN gamma j0.9 
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B lymphocytes PWM 

lo.o 

Dermal fibroblast CCD 1070 
rest 

0.0 

B lymphocytes CD40L 
ana 

0.0 

Dermal fibroblast CCD 1070 
TNF alpha 

0.0 

EOL-1 dbcAMP 

0.0 

Dermal fibroblast CCD1 070 
IL-1 beta 

0.8 

EOL-1 dbcAMP 
PMA/ionomycin 

0.0 

Dermal fibroblast IFN gamma b.O 

Dendritic cells none 

0.0 

Dermal fibroblast IL-4 

1-7 

Dendritic cells LPS 

0.0 

Dermal Fibroblasts rest 

2.4 

Dendritic cells anti-CD40 

o.o 

Neutrophils TNFa+LPS 

0.0 

Monocytes rest 

0.0 

Neutrophils rest 

0.0 

Monocytes LPS 

0.0 jColon {15.6 

Macrophages rest 

0.0 

Lung jO.O 

[Macrophages LPS 

0.0 {thymus 

0.9 

HUVEC none 

o.o j 

Kidney 

7.0 | 

HUVEC starved 

0.7 " i 

1 



General_screening_panel_vl.5 Summary: Ag4970 Expression of this gene is 
almost exclusive to small intestine (CT=31.2). Thus, expression of this gene could be used 
to differentiate between this sample and other samples on this panel. 


Panel 4.1D Summary: Ag4970 Significant expression of this gene is detected in a 
5 liver cirrhosis sample (CT = 30.2). Furthermore, expression of this gene is not detected in 
normal liver in Panel 1 .3D, suggesting that its expression is unique to liver cirrhosis. 
Therefore, therapeutic modulation of the expression or function of this gene may be used to 
diagnose this condition and to reduce or inhibit fibrosis that occurs in liver cirrhosis. 

N. CG138751-01: CAMP INDUCIBLE 2 PROTEIN-LIKE- 
10 PROTEIN. 

Expression of gene CG138751-01 was assessed using the primer-probe set Ag4971, 
described in Table NA. Results of the RTQ-PCR runs are shown in Tables NB, NC and ND. 


Table NA . Probe Name Ag4971 


Primers 

Sequences 

Length 

Start 
Position 

SEQ ID No 

Forward 

5 ' -ggaagcctatcagtatcgtcaa- 

179 

297 

Probe 

TET-5 ' - 

cggagcagatcaaacccatcaatgat 
- 3 ' - TAMRA 

26 

224 

298 

Reverse 

5 ' -cacatggtgtcattgagactgt- 
3 ' 

22 

254 

299 
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Table NB . AI_comprehensive panel_vl.O 


Tissue Name 

Rel. Exp.(%) 
Ag4971,Run 
296465693 

Tissue Name 

Ag4971, Run 
296465693 

110967 COPD-F 

Q8 jl 12427 Match Control 
I ' jPsoriasis-F 

0.1 

110980 COPD-F 

0.7 j 1124 18 Psoriasis-M 

0.7 

110968 COPD-M 

j Q 1 112723 Match Control 
jPsoriasis-M 

0.5 

h i 097TcopdXi * 

.1 1 \J y / f VyV/l \j — ivi 

1 .4 

1 12419 Psoriasis-M 

0.9 

1 10989 Emphysema-F 

0.6 

112424 Match Control 
Psoriasis-M 

0.2 

1 10992 Emphysema-F 

0.4 

1 12420 Psonasis-M 

1.6 

110993 Emphysema-F 

0.9 

112425 Match Control 
Psoriasis-M 

0.0 

110994 Emphysema-F 

0.5 

— 

104689 (MF) OA Bone- 
(Backus 

63.3 

110995 Emphysema-F 

1.6 

104690 (MF)Adj j 04 
"Normal" Bone-Backus \ 

110996 Emphysema-F 

0.3 

104691 (MF) OA U 9 Q 
Synovium-Backus i 

110997 Asthma-M 

0.2 

104692 (B A) OA \ Q Q 
Cartilage-Backus ] 

111001 Asthma-F 
, 

0.7 

104694 (BA) OA Bone- 
Backus 

100.0 

32.5 

111002 Asthma-F 

1.0 

104695 (BA) Adj 
"Normal" Bone-Backus 

1 1 1003 Atopic Asthma- 
F 

1.2 

104696 (BA) OA 
Synovium-Backus 

38.4 

1 1 1 004 Atopic Asthma- 
F 

1.3 

104700 (SS) OA Bone- 
Backus 

8.9 

1 1 1005 Atopic Asthma- 
F 

0.7 

r l 04701 (SS) Adj 
"Normal" Bone-Backus 

20.4 

111006 Atopic Asthma- 
F 

111417Allergy-M 

0.2 

104702 (SS) OA 
Synovium-Backus 

17.9 

0.4 

117093 OA Cartilage ' A 
Rep7 | 

1 12347 Allergy-M 

0.0 

112672 OA Bone5 |0.I 

11 2349 Norma[Lung-F 

0.0 

1J 2673 OA Synoviums |0j) 

112357 Normal Lung-F 

0.4 

U2674 OA SynoviaT '~ j ~ 
Fluid cel!s5 | U 

11 2354 Normal Lung- 
M 

0.0 

117100 OA Cartilage j' 
Repl4 f° 

112374 Crolins-F 

1.0 

112756 OA Bone9 ]o.4 
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1 12389 Match Control 
Crohns-F 

2.6 j 1 1 2757 OA Synovium9 

L ; rv 

0.2 

112375 Crohns-F 

, 0 : 112758 OA Synovial 
(Fluid Cells9 

0 4 

112732 Match Control 
Crohns-F 

. 0 Ij 17125 RA Cartilage 
^ ] Re P 2 

2.2 

1 1 2725 Crohns-M 

0.1 jl 13492 Bone2RA 

2.2 

1 1 23 87 Match Control 
Crohns-M 

0.6 jl 13493 Synovium2RA 


112378 Crohns-M 

00 jl 13494 Syn Fluid Cells 

]ra 


112390 Match Control 
Crohns-M 

0.0 |i 13499 Cartilage4RA 

■ . _. . l - 

1.0 

112726 Crohns-M 

0.9 

113500 Bone4 RA 

1.2 

112731 Match Control 
Crohns-M 

0.0 

113501 Synovium4RA 


112380 Ulcer Col-F 

03 jl 13502 Syn Fluid Cells4 
RA 

0.6 

112734 Match Control 
Ulcer Col-F 

6.1 jl 13495 Cartilage3RA 

1 

,..3 

112384 Ulcer Col-F 

I . 1 il 13496 Bone3RA 

1A- 

112737 Match Control 
Ulcer Col-F 

0.2 jl 13497 Synovium3RA 

O 9 

\J .7 

112386 Ulcer Col-F 

- - - - - - - .. .. 

0.7 

T"f3498Syn Fluid Cells3~ " 
RA 


112738 Match Control 
Ulcer Col-F 

1.1 

117106 Normal Cartilage 
Rep20 

0.5 

oo " ™ 

1 12381 Ulcer Col-M 

0.0 

3 13663 Bone3 Normal 
1 13664 Synovium3 
Normal \ 

112735 Match Control " 
Ulcer Col-M 

0.1 

0.0 

i 

112382 Ulcer Col-M 

2.3 

113665 Syn Fluid Cells3 
Normal 

0.0 

112394 Match Control 
Ulcer Col-M 

0.3 

117107 Normal Cartilage i 
Rep22 

0.2 

112383 Ulcer Col-M (1.8 

113667 Bone4 Normal 

61 

11 2736 Match Control 
Ulcer Col-M 

2.7 

1 13668 Synovium4 1 
Normal 

0.2 

1 12423 Psoriasis-F 

3.4 

113669 Syn Fluid Cells4 
Normal 

0.2 


Table NC . General_screening_panel_vl .5 


Tissue Name 

Rel. Exp.(%) 
Ag4971, Run 
228926585 

Tissue Name 

Rel. Exp.(%) 
Ag4971, Run 
228926585 

Adipose 

4.0 

Renal ca. TK-10 

1.0 

Melanoma* Hs688(A).T 

0.0 

Bladder 

4.9 
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Melanoma* Hs68S(B).T 

0.4 

Gastric ca. (liver met.) 
|NC1-NS7 

1.4 

Melanoma* Ml 4 

19.2 

Gastric ca. KATO III 

Melanoma* LOXIMVI 

0.1 jColon ca. SW-948 

0.0 

Melanoma* SK-MEL-5 

67.4 fColon ca. SW480 

ir.8 • ~ 

Squamous cell carcinoma 
SCC-4 

74 „ jColon ca.* (SW480 met) 
JSW620 

0.1 | 

Testis Pool 

0.7 |]Colon ca. HT29 

0.1 

Prostate ca.* (bone met) 
PC-3 

i ri " ■ 

6.2 |Colonca. HCT-1I6 

j M L . 

|2.5 

Prostate Pool 

0.9 

; Colon ca. CaCo-2 (6.5 

Placenta 

4.2 

I Colon cancer tissue J9.7 

Uterus Pool 

0.6 

■Coionca. SW1116 |0.0 

Ovarian ca. OVCAR-3 

0.0 

Colon ca. Colo-205 |0.5 

Ovarian ca. SK-OV-3 

1.2 

Colon ca. SW-48 jO.O 

jOvarian ca. OVCAR-4 io.0 

Colon Pool jO.7 

Ovarian ca. OVCAR-5 {3.3 

Small Intestine Pool jO.3 

Ovar ian ca. JGRO V- 1 jO.O (Stomach Pool JO.5 

{Ovarian ca. OVCAR-8 jO. 1 f Bone Marrow Pool j0.5 

Ovary jo.8 
Breast ca. MCF-7 !03 " 

jFetai Heart jo.2 

Heart Pool jo.4 

Breast ca. MDA-MB-23 1 [43.5 jLymph Node Pool j0.7 

Breast ca. BT 549 jo.l (Fetal Skeletal Muscle j0.7 

Breast ca.T47D jo.l {Skeletal Muscle Pool jo.2 

iBreast ca. MDA-N (0.7 jSpleen Pool 

13,8 

Breast Pool 

0.4 jThymus Pool 

0.6 

Trachea 

g 7 |CNS cancer (glio/astro) 
JU87-MG 

2.2 

Lung 

n 0 jCNS cancer (glio/astro) 
_ JU-I18-MG 

25.5 
0.0 

Fetal Lung 

0 6 ]CNS cancer (neuro;met) 
jSK-N-AS 

Lungca. NCI-N4I7 

0.0 

CNS cancer (astro) SF- 
539 

0.5 

Lungca. LX-1 

i 

0.1 

CNS cancer (astro) SNB- 
75 

12.7 

Lungca. NCI-H146 

0.3 

CNS cancer (glio) SNB- , 
19 

0.0 

Lung ca. SHP-77 

0.1 

CNS cancer (glio) SF-295 

11.3 

Lung ca. A549 

O.O 

Brain (Amygdala) Pool 

0.8 

Lung ca. NCI-H526 

3.0 

Brain (cerebellum) - 

1.1 

Lung ca. NCI-H23 ( 

3.0 

Brain (fetal) 

0.7 

Lung ca. NCI-H460 ( 


Brain (Hippocampus) 
Pool 

0.7 

Lung ca. HOP-62 2.0 

Cerebral Cortex Pool 

0.2 ~ 
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Lung ca. NCI-H522 

0.3 

jBrain (Substantia nigra) 
jPool 

0.8 



Liver 

2.2 

fBrain (Thalamus) Pool 

0.4 

Fetal Liver 

3.4 

jBrain (whole) jl.5 

Liver ca. HepG2 

2.3 

|Spirial Cord Pool 

0.4 

Kidney Pool 

1.7 

jAdrenal Gland jlOO.O 

[Fetal Kidney 

0.1 

""[Pituitary gland Pool ]6. 1 

jRenal ca. 786-0 

0.3 

jSalivary Gland 

59.0 

|Renal ca.__A498 

0.1 

(Thyroid (female) 

0.8 

jkenai ca. ACHN 

0.0 

[Pancreatic ca. CAPAN2 


Renal ca. UO-31 

0.6 

jPancreas Pool 

\1T 


Table ND . Panel 4.1 D 


i jRel. Exp.(%) 
Tissue Name !Ag4971, Run 
£23692675 

^Tissue Name 

Rel. Exp.(%) 
Ag4971, Run 
223692675 

Secondary Th 1 act j0.2 ; HU VEC IL- 1 beta 

0.1 

Secondary Th2 act 

]0.4 

|HU VEC 1FN gamma 
JHUVEC TNF alpha +Tfn 
igamma 

[HUVECfi^lplia + IL4~ ~~" 

0.2 

Secondary Tii act 
Secondary Thl rest 

0.9 

o.o " ~ 

0.1 

Secondary Th2 rest jo.7 jHUVEC IL- 1 1 

0.1 

Secondary Trl rest 

0.2 

Lung Microvascular EC none 

0,0 

Primary Thl act 

0.1 

Lung Microvascular EC 
TNFalpha + IL-lbeta 

2.2 

Primary Th2 act 
Primary Trl act 

0.4 
0.1 

Microvascular Dermal EC 
none 

Microsvasular Dermal EC 
TNFalpha + IL-lbeta 

0.4 
0.9 

Primary Thl rest jo.0 fc" 0 , 11 ? 1 *j"*' ium 

(TNFalpha + ILlbeta 

4.8 

Primary Th2 rest 

«^ » — - 

0.0 jSmall airway epithelium none 


Primary Trl rest 

0.1 

Small airway epithelium 
TNFalpha + IL-lbeta 

3.9 

CD45RA CD4 
lymphocyte act 

0.1 

Coronery artery SMC rest 

0.2 

CD45RO CD4 
lymphocyte act 

0.0 

Coronery artery SMC L ? 
TNFalpha+IL-lbeta j 

CDS lymphocyte act -0.2 

Astrocytes rest 

0.1 [ 

Secondary CDS 
lymphocyte rest 

0.0 

Astrocytes TNFalpha + IL- 
lbeta 

0.1 

Secondary CDS 
lymphocyte act 

0.0 

-. . . „ \ 

KU-812 (Basophil) rest j 

0.1 

CD4 lymphocyte none 

Q1 JKU-8 12 (Basophil) 
jPMA/ionomycin 

3.0 
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2ryThl/Th2/Trl anti- j jcCDl 106 (Keratinocytes) L Q . 
CD95CH11 r J jnone j D 

tat- 11 ♦ Lie n jCCDl 106 (Keratinocytes) L« , 
LAk cells rest 45.1 — . . K . 1T 1U ' 28.5 
j jTNFalpha + IL- 1 beta 1 

LAK cells 1L-2 |0.1 {Liver cirrhosis {0.4 

LAK cells IL-2+IL- 12 |0.4 INCI-H292 none (15.4 

LAK cells IL-2+1FN ! NCI-H292 IL-4 j 
gamma ] \ 

10.3 

LAK cells IL-2+ IL-18 [0.2 

NCI-H292 IL-9 

Z 1 .0 

LAK cells 
PMA/ionomycin 

17.8 

NC1-H292IL-13 | 

8.1 

NK Cells IL-2 rest | 

0.1 

NCI-H292 IFN gamma 

17.7 

Two Way MLR 3 day ; 

4.6 (HPAEC none 

0.1 

Two Way MLR 5 day 

1.7 

HPAEC TNF alpha + IL-1 j 
beta 

0.4 

Two Way MLR 7 day |0.4 

Lung fibroblast none 

0.2 

PBMC rest 

3.1 

Lung fibroblast TNF alpha + 
IL-1 beta 

0.2 

PBMC PWM 

0.1 {Lung fibroblast IL-4 

0.1 

PBMC PHA-L 

0.3 [Lung fibroblast IL-9 

0.3 

Ramos (B cell) none ?0.0 (Lung fibroblast 1L-1 3 

0.5 

Ramos (B cell) ionomycin ;0.0 |Lung fibroblast IFN gamma 

0.1 

B lymphocytes PWM 

0.2 

Dermal fibroblast CCD 1070 
rest 

0.2 

B lymphocytes CD40L 
and IL-4 

0.6 

Dermal fibroblast CCD 1070 [ ftQ 
TNF alpha J 

EOL-1 dbcAMP }2.6 

Dermal fibroblast CCD1070 
IL-1 beta 

- „. 

0.0 

EOL-I dbcAMP 
PMA/ionomycin 

1.9 

Dermal fibroblast IFN gamma 1 

Dendritic cells none 159.9 

Dermal fibroblast IL-4 jO.O 

Dendritic cells LPS 

Dermal Fibroblasts rest jO.O 

Dendritic cells anti-CD40 ]l00.0^ 

Neutrophils TNFa+LPS jo.O 

Monocytes rest [32.3 

Neutrophils rest j0.7 
Colon jl.5 

Macrophages rest j30.6 

Lung [7.3 

Macrophages LPS 

Thymus 1 1 .0 

HUVECnone j0.3 

Kidney iO.l 

HUVEC starved jb.7 



AI_comprehensive panel__vl.0 Summary: Ag4971 Highest expression of this 


gene is detected in orthoarthritis (OA) bone (CT=26.7). High to moderate levels of 
expression of this gene is also seen in OA and adjacent normal bone and OA synovium. In 
addition, moderate to low levels of expression of this gene is also seen in bone, cartilage, 
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synovium and synovia] fluid samples derived from rheumatoid arthitis patient, OA cartilage, 
as well as, in samples derived from COPD lung, emphysema, atopic asthma, asthma, 
allergy, Crohn's disease (normal matched control and diseased), ulcerative colitis (normal 
matched control and diseased), and psoriasis (normal matched control and diseased). 
5 Therefore, therapeutic modulation of this gene product may ameliorate 

symptoms/conditions associated with autoimmune and inflammatory disorders including 
psoriasis, allergy, asthma, inflammatory bowel disease, rheumatoid arthritis and 
osteoarthritis. 

General_screening_panel_vl.5 Summary: Ag4971 Highest expression of this 
10 gene is detected in adrenal gland (CT=27.8). Moderate to low levels of expression of this 
gene is also seen in tissues with metabolic/endocrine function such as pancreas, adipose, 
thyroid, and liver. Therefore, therapeutic modulation of the activity of this gene may prove 
useful in the treatment of endocrine/metabolically related diseases, such as obesity and 
diabetes. 

1 5 Moderate levels of expression of this gene is also seen in number of cancer cell lines 

derived from melanoma, pancreatic, brain, colon, breast and prostate cancers. Therefore, 
expression of this gene may be used as diagnostic marker to detect the presence of these 
cancers. Furthermore, therapeutic modulation of this gene may be useful in the treatment of 
these cancers. 

20 In addition, low levels of expression of this gene is also seen in whole and fetal 

brain, amygdala, cerebellum and substantia nigra. Therefore, therapeutic modulation of this 
gene product may be useful in the treatment of central nervous system disorders such as 
Alzheimer's disease, Parkinson's disease, epilepsy, multiple sclerosis, schizophrenia and 
depression. 

25 Panel 4.1D Summary: Ag4971 Highest expression of this gene is detected in anti- 

CD40 treated dendritic cells (CT=29). Moderate levels of expression of this gene is detected 
in dendritic cells, monocytes, macrophages, LAK cells, keratinocytes and mucoepidermoid 
NCI-H292 cells. Moderate to low levels of expression of this gene is also seen in 
PMA/ionomycin activated LAK cells, two way MLR, PBMC, eosinophils, small airway 

30 epithelium, TNFalpha + IL-lbeta activated bronchial epithelium and microvascular dermal 
epithelium and lung. Therefore, modulation of the gene product with a functional 
therapeutic may lead to the alteration of functions associated with these cell types and lead 
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to improvement of the symptoms of patients suffering from autoimmune and inflammatory 
diseases such as asthma, allergies, inflammatory bowel disease, lupus erythematosus, 
psoriasis, rheumatoid arthritis, and osteoarthritis. 

A. CG139363-01 and CG139363-02: Transmembrane protein 
5 HTMPIO-Iike protein. 

Expression of gene CG139363-01 and CG139363-02 was assessed using the primer- 
probe set Ag4978, described in Table OA. Results of the RTQ-PCR runs are shown in 
Tables OB, OC and OD. Note that CGI 39363-02 represents a full-length physical clone. 


Table OA . Probe Name Ag4978 


I — 
Primers 

Sequences 

Length 

Start 
Position 

SEQ ID No 

Forward 

5 1 -ggccctctcttggattagc-3 ' 

19 

]34 

300 

Probe 

TET-5 ' - 

cacagccctgctggtggctttactat 
-3 • -TAMRA 

26 

177 

301 

i " — 

Reverse 

5' -cttcttcttcggtgaatcaaag- 
3' 

22 j206 

302 


1 0 Table OB . CNS_neurodegeneration_v 1 .0 


Tissue Name 

_____ j 

Rel. Exp.(%) 
Ag4978, Run 
224757409 

]Rel. Exp.(%) 
Tissue Nnme jAg497S, Run 
1224757409 

AD 1 Hippo 

4.1 ! 

Control (Path) 3 
Temporal Ctx 

4.4 

AD 2 Hippo 

jControl (Path) 4 
jTemporal Ctx 

20.4 

AD 3 Hippo 

2.6 ~]AD I Occipital Ctx 

6.2 ; 

AD 4 Hippo 

jAD 2 Occipital Ctx 
91 j(Missing) 

0.0 

AD 5 Hippo 

11.3 

AD 3 Occipital Ctx 


(AD 6 Hippo 

29.9 

AD 4 Occipital Ctx 

24.7 

(Control 2 Hippo 

43.8 

AD 5 Occipital Ctx 

40.3 ______ 

[Control 4 Hippo 

11.3 

AD 6 Occipital Ctx 

23.7 ~ 

jControl (Path) 3 Hippo ]4.9 

Control 1 Occipitaictx 

4.4 

|AD 1 Temporal Ctx 

7.2 jControl 2 Occipital Ctx 

43.8 

jAD 2 TemppraK:tx 

23.2 

Control 3 Occipital Ctx 

20.0_ 

[AD 3 Temporal Ctx 

2.5 

Control 4 Occipital Ctx 

£o 

AD 4 Temporal Ctx 

33.0 

Control (Path) 1 
Occipital Ctx 

100.0 

ADS Inf Temporal Ctx 

40.3 

Control (Path) 2 
Occipital Ctx 

15.8 
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AD 5 Sup Temporal 

Ctx ! 

17 3 {Control (Path) 3 
jOccipital Ctx 

4.4 

AD 6 Inf Temporal Ctx ; 

444 [Control (Path) 4 
jOccipital Ctx 

13.3 

AD 6 Sup Temporal 

Ctx : 

34.9 

Control 1 Parietal Ctx 

7.7 

Control 1 Temporal Ctx 
Control 2 Temporal Ctx! 

5.1 

Control 2 Parietal Ctx 
Control 3 Parietal Ctx 

2j.7 

Control 3 Temporal Ctx 

23.3 

Control (Path) 1 
Parietal Ctx 

57.8 

Control 3 Temporal Ctx 

jControl(Path)2 
•Parietal Ctx 

20.4 

Control (Path) 1 
Temporal Ctx 

49.7 

Control (Path) 3 
Parietal Ctx 

4.1 

Control (Path) 2 
Temporal Ctx 

31.4 

Control (Path) 4 
Parietal Ctx 

25.9 


Table OC . General_screening_panel_vl ,5 


' ' 1 
Tissue Name 

Rel. Exp.(%) 
Ag4978, Run 
228940920 

Tissue Name 

Rel Eyd (%\ 
Ag4978, Run 
228940920 

Adipose 

0.0 jRenalca.TK-10 \ 

0.0 

Melanoma* Hs688(A).T 

0.0 

Bladder 

0.0 

Melanoma* Hs688(B).T 

0.0 

Gastric ca. (liver met) 
NCI-NS7 _ ; 

0.0 

Melanoma* M14 JO.O 

Gastric ca. KATOIII 

00 

Melanoma* LOXIMVI 

0.0 

Colon ca. SW-948 

0.0 

Melanoma* SK-MEL-5 

0.0 

Colon ca. SW480 

0.0 

Squamous cell carcinoma 
SCC-4 

0.0 

Colon ca.* (SW480 met) 
SW620 

0.0 

Testis Pool 

0.0 iColon ca. HT29 

0.0 

Prostate ca.* (bone met) 
PC-3 

0.0 l 

Colon ca. HCT-116 

0.0 

Prostate Pool 

0.0 

Colon ca. CaCo-2 

0.0 

Placenta 

0.0 

Colon cancer tissue 

0.0 

Uterus Pool 

0.0 

Colon ca. SW1116 

0.0 

Ovarian ca. OVCAR-3 

0.0 

Colon ca. Colo-205 

0.0 

Ovarian ca. SK-OV-3 

0.0 

Colon ca. SW-48 

0.0 

Ovarian ca. OVCAR-4 

jo.o 

Colon Pool 

o.o ' 

Ovarian ca. OVCAR-5 

jO.O 

Small Intestine Pool 

0.0 1 

Ovarian ca. IGROV-1 

0.0 

Stomach Pool 

0.0 

Ovarian ca. OVCAR-8 

loo 

Bone Marrow Pool 

0.0 

Ovary 

[o.o 

Fetal Heart 

0.0 

Breast ca. MCF-7 

0.0 

Heart Pool 

0.0 

Breast ca. MDA-MB-23 1 jO.O 

Lymph Node Pool 

0.0 
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Breast ca. BT 549 jo.O 

'Fetal Skeletal Muscle 

u.u 

Breast ca. T47D 

0.0 

'Skeletal Muscle Pool 

0.0 

Breast ca. MDA-N 

0.0 

[Spleen Pool 

0.0 

Breast Pool 

6T 

(Thymus Pool 

2.8 

Trachea 

0.1 

CNS cancer (glio/astro) 
U87-MG 

0.0 


0.0 

CNS cancer (glio/astro) 
U-118-MG 

0.0 

Fetal Lung 

0.0 

CNS cancer (neuro;met) 
SION-AS 

0.0 

Lungca.NCI-N417 

0.0 

CNS cancer (astro) SF- 
539 

0.0 

Lung ca. LX-1 

0.0 

;CNS cancer (astro) SNB- 
(75 

0.0 

Lungca. NCI-H 146 

0.0 

CNS cancer (glio) SNB- 
19 

0.0 

Lungca. SHP-77 

0.0 

jCNS cancer (giio) SF-295 

00 

Lung ca. A549 

0.0 

Brain (Amygdala) Pool 

62.9 " 

Lungca.NCI-H526 jO.O 


Brain (cerebellum) 

25.9 

Lungca.NCI-H23 jO.O 

Brain (fetal) 

0.0 

Lungca.NCI-H460 

0.0 

Brain (Hippocampus) 
Pool 

51.8 

Lung ca. HOP-62 iO.0 

Cerebral Cortex Pool 

66.0 

Lungca. NCI-H522 

0.0 

Brain (Substantia nigra) 
Poo! 

48.6 

Liver 

0.0 

Brain (Thalamus) Pool jlOO.O 

Fetal Liver 

0.0 

Brain (whole) '64.6 

Liver ca. HepG2 

0.0 

jSpinal Cord Pool :24.3 

Kidney Pool 

0.0 

jAdrenal Gland jO.O 

Fetal Kidney ;0.0 


Pituitary gland Pool jO.O 

Renal ca. 786-0 _ 

0.0 

jSalivary Gland ]0.0 

Renal ca. A498 

0.0 

{Thyroid (female) 

0.0 

Renafca. ACHN 

0.0 

[Pancreatic ca. CAPAN2 

0.0 

Renal ca. UO-31 

0.0 


Pancreas Pool !0.0 


Table OP. Panel 4.1 D 


Tissue Name 

Rel. Exp.(%) 
Ag4978, Run 
223693384 

teel. Exp.(%) 

Tissue Name !Ag4978, Run 

J223693384 

Secondary Thl act 

0.0 

HUVECIL-lbeta JO.O 

Secondary Th2 act 

0.0 

HUVEC I FN gamma jO.O 

Secondary Trl act 

0.0 

HUVECTNF alpha + 1FN QQ 
gamma 

Secondary Thl rest 

0.0 

HUVECTNF alpha +IL4 JO.O 

Secondary Th2 rest 

0.0 

HUVEC IL-11 jO.O 
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Secondary Trl rest 

0.0 • 

Lung Microvascular EC none \ 

0.0 

Primary Th 1 act 

0.0 



Lung Microvascular EC 
TNFalpha* IL-1 beta 

n n 

rnmai y I ru act 

0.0 

Microvascular Dermal EC 
none 


Primary Trl act 

0.0 

Microsvasular Dermal EC 
TNFaipha + IL-lbeta 

n ft 

Primary Thi rest 

n n jBronchial epithelium 
U jTNFalpha+ILlbeta 

0.6 

[Primary Th2 rest 

0.0 jSmall airway epithelium none 

0.0 

Primary Trl rest 

n n =Small airway epithelium 
U,U jTNFalpha + IL-lbeta 

n n 

CD45RA CD4 
lymphocyte act 

0.0 [coronery artery SMC rest 

i _ _. . 

c\ n 

CD45RO CD4 
lymphocyte act 

0.0 

Coronery artery SMC 
TNFalpha + IL-lbeta_ 

n n 

_ . . . 

CDS lymphocyte act 

loo 

Astrocytes rest 

0.0 

Secondary CDS 
lymphocyte rest 

0.0 

Astrocytes TNFalpha + IL- 
lbeta 


Secondary CD8 ^ 
lymphocyte act | 

KU-S 12 (Basophil) rest 

0.0 

CD4 lymphocyte none |o.O 

KU-8 12 (Basophil) 
PMA/ionomycin 

0.0 

2ryThl/Th2/Trl anti- 
CD95 CH11 

0.0 

CCD1 106 (Keratinocytes) 
none 

0.0 

LAK cells rest jl.O 

i 

CCD 1 106 (Keratinocytes) 
TNFalpha + IL-1 beta 

0.7 

LAK jells IL-2 _ 

0.0 ' f 

Liver cirrhosis 

0.0 

LAK cells IL-2+IL- 1 2 ^ 

0.0 " 

NC1-H292 none 

0.0 

LAK cells IL-2+IFN 
gamma 

0.0 

NCI-H292 IL-4 

0.0 

LAK^fslL-2+TCT8 : 

o.o 

NCI-H292 IL-9 

jo.o 

LAK cells 
PMA/ionomycin 

0.0 |NC1-H292IL-13 

0.0 

NK Cells IL-2 rest 

0.0 jNCI-H292 IFN gamma 

0.5 

Two Way MLR 3 day 

0.0 |HPAEC none 

0.6 

Two Way MLR 5 day 

, „ 

0.0 

HPAEC TNF alpha +IL-1 
beta 

0.0 

Two Way MLR 7 day 

0.0 

Lung fibroblast none 

PBMC rest 

0.0 

Lung fibroblast TNF alpha + L Q 
IL-1 beta ( ' 

PBMC PWM 

o.o 

Lung fibroblasflL-4 10.0 

PBMC PHA-L 

0.0 jLung fibroblast IL-9 jO.O 

Ramos (B cell) none 

0.0 jLung fibroblast 1L- 1 3 (6.0 

Ramos (B cell) ionomycin 

0.0 jLung fibroblast IFN gamma jO.O 
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B lymphocytes PWM 

0.0 

jDermal fibroblast CCD1070 
[rest 

i 

jO.O 

B lymphocytes CD40L 
and IL-4 

0.0 

« 

Dermal fibroblast CCD 1 070 
TNF alpha 

io.o 

EOL-1 dbcAMP 

0.0 


Dermal fibroblast CCD 1070 
IL-1 beta 

jo.o 

EOLTl "dbcAMP 
PMA/ionomycin 

0.0 


! 

Dermal fibroblast IFN gammajO.O 

Dendritic cells none 

0.0 


Dermal fibroblast IL-4 

10.0 

Dendritic cells LPS 

0.0 

{Dermal Fibroblasts rest 

jo.o 

Dendritic cells anti-CD40 jO.O 

[Neutrophils TNFa+LPS 

Io.o 

Monocytes rest 

00 

[Neutrophils rest 

Io.o 

Monocytes LPS 

0.0 


Colon 

jo.o 

Macrophages rest jO.O 

. l L M ng 

|0.5 

Macrophages LPS jO.O 

(Thymus 

1 100.0^ 

HUVEC none 

0.0 

jKidney 

!o.6 

HUVEC starved joO 1 J 


CNS_neurodegeneration_vl.0 Summary: Ag4978 This panel does not show 


differential expression of this gene in Alzheimer's disease. However, this profile confirms 
the expression of this gene at moderate levels in the brain. See Panel 1 .5 for discussion of 
this gene in the central nervous system. 

5 General_screening_paiieM'1.5 Summary: Ag4978 Highest expression of this 

gene is seen in the thalamus (CT=26.7). Overall, expression of this gene appears to be 
highly associated with the brain. High levels of expression are seen in all regions of the 
CNS examined, including the hippocampus, thalamus, substantia nigra, amygdala, 
cerebellum and cerebral cortex. Therefore, therapeutic modulation of the expression or 
10 function of this gene may be useful in the treatment of neurological disorders, such as 
Alzheimer's disease, Parkinson's disease, schizophrenia, multiple sclerosis, stroke and 
epilepsy. 

Panel 4. ID Summary: Ag4978 This transcript is expressed at significant levels 
only in the thymus (CT= 30.2). The putative protein encoded by thius gene could therefore 
15 play an important role in T cell development. Therapeutic modulation of the expression or 
function of this gene may modulate immune function (T cell development) and be important 
for organ transplant, AIDS treatment or post chemotherapy immune reconstitution. 

P. CG140188-01: DC2-Like Protein. 
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Expression of gene CG140188-01 was assessed using the primer-probe set Ag7417, 
described in Table PA. Results of the RTQ-PCR runs are shown in Table PB. 


Table PA . Probe Name Ag7417 


1 «. 

i i 

Primers {Sequences jLength 

Start 
Position 

SEQ ID No 

Forward 

cattggctctatgactgatgaac- J23 

3> i . 

194 

303 

Probe 

TET-5 ' - | 
ccaagaaagctactggcctctgat- |24 
3 ' -TAMRA ] 

223 

304 

Reverse 

ggatgcaagtccttccataata-3 1 } 

269 

305 


Table PB . Panel 4. ID 


Tissue Name 

ReL Exp.(%) 
Ag7417, Run 
305065593 

Tissue Name 

Rel. Exp.(%) 
Ag7417, Run 
305065593 

Secondary Thl act 

21.0 

HUVEC IL-tbeta 

48.0 

Secondary Th2 act 

i29.5 

HUVEC IFN gamma 

37.9 ^ 
18.8 

Secondary Trl act 

14.6 

HUVEC TNF alpha + IFN 
gamma 

Secondary Thl rest jl.2 

IHUVEC TNF alpha +IL4 

24.8 

Secondary Th2 rest j3.6 

HUVEC IL-ll 

22.2 

Secondary Trl rest j4.2 

Lung Microvascular EC none jlOO.O 

j 

Primary Thl act |3.4 

Lung Microvascular EC 
TNFalpha-ML-Ibeta 

41.8 

Primary Th2 act |24.0 

Microvascular Dermal EC 
none 

9.5 

Primary Trl act 
Primary Thl rest 

20.6 
1.4 

Microsvasular Dermal EC 
TNFaipha + IL-lbeta 

Bronchial epithelium 
TNFalpha + ILlbeta 

18.7 
22.4 

Primary Th2 rest 

2.5 

Small airway epithelium none 

9.2 

Primary Trl rest 

1.2 

Small airway epithelium 
TNFalpha + IL-lbeta 

14.9 

CD45RA CD4 
lymphocyte act 

22.8 

Coronery artery SMC rest |49.0 

. «. ... . . .__ 

CD45RO CD4 
lymphocyte act 

21.3 

Coronery artery SMC 
TNFalpha + IL-lbeta 

45.1 

CDS lymphocyte act 

13.8 

Astrocytes rest 

10.7 

Secondary CD8 
lymphocyte rest 

2.2 

Astrocytes TNFalpha + IL- 
lbeta 

24.3 

Secondary CDS 
lymphocyte act 

6.3 

KU-8 12 (Basophil) rest 

22.8 
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CD4 lymphocyte none 

1.6 

KU-S 12 (Basophil) 
PMA/ionomycin 

31.4 

2ryThl/Th2/Trl anti- 
CD95 CH11 

3.2 

CCD 1 1 06 (Keratinocytes) 
none 

23.8 

LAK cells rest 

6.5 

CCD1 106 (Keratinocytes) 
TNFalpha + IL-lbeta 

10.7 

LAK cells IL-2~" 


Liver cirrhosis 

11.3 

LAK cells IL-2+IL-12 

M 

NCI-H292 none 

25.2 

LAK cells IL-2+IFN 
gamma 

5.8 

NCI-H292 IL-4 

17.3 

LAK cells IL-2+ IL-18 

2.6 

NCI-H292 IL-9 

33.2 

LAK cells 
PMA/ionomycin 

9.5 

NCI-H292 IL-13 

20.6 

NK Cells IL-2rest 

20.9 

NCI-H292 IFN gamma 

6.8 

Two Way MLR 3 day 

4.8 

HPAECnone Tl5.2 

Two Way MLR 5 day 

2.5 

. . . . 

HPAEC TNF alpha + IL-1 
beta 

54.3 

Two Way MLR 7 day" J4.3 

Lung fibroblast none 

22.2 

PBMC rest 

jLung fibroblast TNF alpha + 
1,:> |lL-l beta 

21.0 

PBMC PWM 

5.1 iLung fibroblast IL-4 

27.5 

PBMC PHA-L 

3.6 jLung fibroblast IL-9 

30.1 

Ramos (B cell) none 

36.3 |Lung fibroblast IL-13 

15,2 

Ramos (B cell) ionomycin 

59.0 |Lung fibroblast IFN gamma 

38.4 

B lymphocytes PWM 

jDermal fibroblast CCD1070 
(rest 

40.1 

B lymphocytes CD40L 
and IL-4 

Dermal fibroblast CCD 1070 
104 1 TNF alpha 

49.7 

EOL-1 dbcAMP 

26.6 

Dermal fibroblast CCD1070 
IL-1 beta 

31.9 

EOL-1 dbcAMP 
PMA/ionomycin 

14.1 

Dermal fibroblast IFN gamma 

17.0 

Dendritic cells none 

10.2 

Dermal fibroblast IL-4 

28.7 

Dendritic cells LPS 

5.1 

Dermal Fibroblasts rest [8.4 

Dendritic cells anti-CD40 : 


Neutrophils TNFa+LPS 

0.0 

Monocytes rest 

5.4 

Neutrophils rest 

1.2 

Monocytes LPS 

22.7 

Colon 

0.7 

Macrophages rest 

5.6 

Lung 

1.4 

Macrophages LPS 

3.7 

Thymus 

4.1 

HUVECnone ~^ 

43.8 

Kidney jo.O 

HUVEC starved j38.2 



CNS_neurodegeneration_vl.O Summary: Ag7417 Expression of this gene is 


lovv/undetectable in all samples on this panel (CTs>35). 
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Panel 4.1D Summary: Ag7417 Highest expression of this gene is seen in untreated 
lung microvascular endothelial cells (CT=30.S). This gene is also expressed at moderate 
levels in a wide range of cell types of significance in the immune response in health and 
disease. These cells include members of the T-cell, endothelial cell, basophil, astrocyte, 

5 monocyte, and peripheral blood mononuclear cell family, as well as epithelial and fibroblast 
cell types from lung and skin. This ubiquitous pattern of expression suggests that this gene 
product may be involved in homeostatic processes for these and other cell types and 
tissuesas well as in cell survival and proliferation. Therefore, modulation of the gene 
product with a functional therapeutic may lead to the alteration of functions associated with 

10 these cell types and lead to improvement of the symptoms of patients suffering from 
autoimmune and inflammatory diseases such as asthma, allergies, inflammatory bowel 
disease, lupus erythematosus, psoriasis, rheumatoid arthritis, and osteoarthritis. 

Q. CG140305-01: COMPLEMENT-c 1 q TUMOR NECROSIS 
FACTOR-RELATED PROTEIN-LIKE PROTEIN. 

1 5 Expression of gene CG140305-0 1 was assessed using the primer-probe set Ag6486, 

described in Table QA. Results of the RTQ-PCR runs are shown in Tables QB, QC and QD. 


Table OA . Probe Name Ag6486 


Primers jSequences jLength 

Start 
Position 

SEQ ID No 

Forward |S- -tgctggatgtatctgatttgc- 

21 

581 1306 

Probe 

TET-5 ' - 

caacacagtcttcagcatgtacagct 
-3 * -TAMRA 

26 

543 

. 

307 

Reverse 

5'- 

gtatgtgtaccttatgcacaatgg- 
3' 

24 

519 

308 


Table QB . General_screening_panel__vl .6 


Tissue Name 

Rel. Exp.(%) \ |ReI. Exp.(%) 
Ag6486, Run [Tissue Name Ag6486, Run 
277240051 | J277240051 

Adipose 

13.9 jRenal ca. TK-10 \\2A 

Melanoma* Hs688(A).T 

35.4 1 

Bladder |l4.7 

Melanoma* Hs688(B).T 

55.9 

Gastric ca. (liver met.) L A 0 
NCI-N87 J 10 ; 8 

Melanoma* Ml 4 

1.4 

Gastric ca. KATO III jO.3 

Melanoma* LOX1MVI 

1.3 ! 

Colon ca.SW-948 ]0.4 

Melanoma* SK-MEL-5 

2.0 

Colon ca. SW480 [6.6 
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oquamous ceil carcinoma 
SCC-4 

1.7 

Colon ca.* (SW4S0 met) 
SW620 

4.4 


Testis Pool 

30.8 

jColon ca. HT29 

2.6 " 


Prostate ca.* (bone met) 
PC-3 

2.8 


Colon ca. HCT-116 

4.9 

Prostate Pool 

15.2 

]Colon ca. CaCo-2 

9.0 

Placenta 

2.6 

JColon cancer tissue 

33.7 

Uterus Pool 

3.8 

jColon ca. SW11 16 

1.7 

Ovarian ca. OVCAR-3 

4.4 

jColon ca. Colo-205 

2.0 

Ovarian ca. SK-OV-3 

14.0 

jColon ca. SW-4S 

1.0 

Ovarian ca. OVCAR-4 

1.0 

fcolon Pool 

9.1 

Ovarian ca.^OVCAR-5 

9.1 

jSmall Intestine Pool 

22.8 

Ovarian ca. IGROV-i 

4.6 

jstomach Pool 

1 J. 3 

Ovarian ca OVCAR-8 

V-/ v ui i hi i vex. vy y vrvi\ u 

1.2 

jBone Marrow Pool 

4.6 

Ovary 

3.1 

]Fetal Heart 

10.5 ! 

oieast ca. MLr-/ 

7.2 


Heart Pool 

3.9 J 

Breast ca. MDA-MD3-23 1 

5.0 


Lymph Node Pool 

5.8 

Breast ca. BT 549 

[SI 

(Fetal Skeletal Muscle 

39.5 i 

Breast ca. T47D 

0.5 


Skeletal Muscle Pool 

L8 _ 

Breast ca. MDA-N 

r.i 


Spleen Pool 

4A " ~~ 

Breast Pool 

11.0 

Thymus Pool 

14.3_ _____ 

Trachea 

26.8 

CNS cancer (glio/astro) 
U87-MG 

2.2 

Lung 

4.7 

CNS cancer (glio/astro) 
U-11S-MG 

4.5 

Fetal Lung 

34.9 

CNS cancer (neuro;met) 
SK-N-AS 

3.8 


Lungca. NCI-N417 

0.3 

!CNS cancer (astro) SF- 
]539 

2.2 


Lung ca. LX-1 

6.8 

CNS cancer (astro) SNB- 
75 

8.8 

Lung ca. NCI-H146 

12.9 

CNS cancer (glio) SNB- 
19 

3.7 

T una rn <sHP.77 
JLUIlg La. onr-/ / 

19.8 

CNS cancer (glio) SF-295 

I' 6 

LUIlg Ca. r\DHy 

0.7 

Brain (Amygdala) Pool 

9.1 

Lung ca. NCI-H526 

2.5 

jBrain (cerebellum) 

100.0 

Lung ca. NCI-H23 

9.4 

Brain (fetal) 

20.2 ! 

Lungca. NCI-H460 

1.0 

Brain (Hippocampus) 
Pool 

13.5 

Lung ca. HOP-62 

4.9 

Cerebral Cortex Pool 

10.8 

Lung ca. NCI-H522 

1.2 

Brain (Substantia nigra) 
Pool 

7.4 

Liver 

0.4 

Brain (Thalamus) Pool 

14.7 

Fetal Liver 

5.7 

Brain (whole) 

S.O 

Liver ca. HepG2 

5.2 

Spinal Cord Pool 

24.8 
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;K.idney Pool 

J20.2 

(Adrenal Gland 

3.2 

[Fetal Kidney 

j65.1 

jpituitary gland Pool 

2.2 

jRenal ca. 786-0 

fio.4 

jSalivary Gland 

18.7 

jRenal ca. A498 

H2.1 

[Thyroid (female) 

ET 

jRenal ca. ACHN 


[Pancreatic ca. CAPAN2 J5.6 

[Renal ca. 06-31 

ITT ' 

jpancreas Pool 

3.3 


Table PC . Panel 4. ID 


Tissue Name 

Reh Exp.(%) 
Ag6486, Run 

Tissue Name 

Pol l?vn 

Ag6486, Run 
269282929 

. . — ^ — 

[Secondary Thl act 

15.8 

HUVEC IL-lbeta 

9.7 

Secondary Th2 act 

27.9 

HUVLL lrN gamma 

o.o 

Secondary Trl act 

17.0 

HUVEC TNF alpha + IFN 
gamma 

7.5 

Secondary Thl rest 

9.5 

TTT T\ /r?/" 1 TNI C o It-vKa 4- TI A 

HUVbt liNr aipna t- 

■c -> 

Secondary Th2 rest 

9.4 

HUVEC IL-11 

S.5 

Secondary Trl rest 

8.8_ _ 

Lung Microvascular EC none 

92.0 

Primary Thl act 

3.8 

Lung Microvascular EC 
TNFalpha + IL-lbeta 

5.8 

Primary Th2 act 

38.2 

Microvascular Dermal EC 
none 

9.4 

Primary Tr 1 act 

31.0 

Microsvasular Dermal EC 
TNFalpha + IL-lbeta 

8.5 

Primary Thl rest 

9.5 

Bronchial epithelium 
TNFalpha + IL I beta 

5.4 

Primary Th2 rest 

13.2 

Small airway epithelium none 

U.U 

Primary Trl rest 

1.4 

olllall dll Way cpii.licill.iui 

TNFalpha + JL; 1 beta 

6.4 

CD45RA CD4 
lymphocyte act 

34.6 

Coronery artery SMC rest 

3.9 

CD45RO CD4 
lymphocyte act 

40.3 

Coronery artery SMC 
TNFalpha . + IL-lbeta 

5.4 

CDS lymphocyte act 

ii'.?"" 

Astrocytes rest 

8.0 

Secondary CDS 
lymphocyte rest 

6.9 

Astrocytes TNFalpha + IL- 
lbeta 

0.0 

Secondary CDS 
lymphocyte act 

5.2 

KU-812 (Basophil) rest 

52.1 

CD4 lymphocyte none 

13.5 

KU-S 12 (Basophil) 
PMA/ionomycin 

33.2 

2ryThl/Th2/Tii anti- 
CD95 CHI1 

24.1 

CCD1106 (Keratinocytes) 
none 

S.O 

LAK cells rest 

i r . . . . . .. 

8.0 

CCD1 106 (Keratinocytes) 
TNFalpha + IL-lbeta ^ 

5.7 

|LAK cells IL : 2 

?10.4 

Liver cirrhosis 

20.7 

|LAK cells IL-2+IL-12 

1.9 

NCI-H292 none 

34.6_ 


375 


WO 2003/023008 


PCT/US2002/028596 


LAK cells IL-2+IFN 
gamma 

14.3 

\ 

NCI-H292 IL-4 (24.3 

i 

LAIC ceils IL-2+IL-1 8 

21.0 

NCI-H292 IL-9 

34.4 

LAK cells 
PMA/ionomycin 

7.0 

NCI-H292 IL-13 

29.9 

NK Cells 1L-2 rest 

70.2 

NCI-H292 IFN gamma 

17.2 

Two Way MLR 3 day 

23.2 

HPAEC none 

7.0 

Two Way MLR 5 day 

2.0 

HPAEC TNF alpha -ML- 1 
beta 

8.0 

Two Way MLR 7 day 

6.9 

Lung fibroblast none _ i5.0 

PBMC rest 

1.6 

Lung fibroblast TNF alpha + 
IL-l beta 

9.6 

PBMC PWM {7.2 

Lung fibroblast IL-4 

PBMC PHA-L |15.2 

Lung fibroblast IL-9 J.5.3 

Ramos (B cell) none J9.7 

Lung fibroblast IL-13 jO.6 

Ramos (B ceil) ionomycin |l7.2 

Lung fibroblast IFN gamma 

14.1 

' 

|B lymphocytes PWM 



6.8 

Dermal fibroblast CCD 1070 
rest 

12.9 
100.0 

B lymphocytes CD40L 
and IL-4 

56.6 

Dermal fibroblast CCD 1070 
TNF alpha 

r " 

EOL-l dbcAMP 

50.0 

Dermal fibroblast CCD 1070 
IL-l beta 

8.0 

EOL-1 dbcAMP 
PMA/ionomycin 

8.1 

Dermal fibroblast IFN gamma 

9.2 

Dendritic cells none jl3.2 

Dermal fibroblast IL-4 

28.1 

(Dendritic cells LPS b.l 

Dermal Fibroblasts rest 

7.9 

(Dendritic cells anti-CD40 

,3.6 

Neutrophils TNFa+LPS 

^ 

jMonocytes rest 

0.0 

Neutrophils rest ]6.2 

[Monocytes LPS 

7.7 

Colon 146.0 

(Macrophages rest 

2.4 

Lung 

9.0 
[51-4 

(Macrophages LPS 

0.0 

Thymus 

[HUVEC none 

1.7 

Kidney |78.5 

|hUVBC starved " |22.7 



Table OP . Panel CNSJ.l 


Tissue Name 

Rel. Exp.(%) : 
Ag6486, Run 
2714S1506 

Tissue Name 

Rel. Exp.(%) 
Ag6486, Run 
271481506 

Cing Gyr Depression 

26.8 

BA17PSP2 

5.6 

Cing Gyr Depression 

fo.S 

BA17PSP 

11.3 

Cing Gyr PSP2 

4.8 

BA 17 Huntington^ 

17.2 

Cing Gyr PSP 

52.9 

BA1 7 Huntington's 

20.0 

Cing Gyr 
Huntington's2 

33.2 

BA17Parkinson's2 

26.4 

Cing Gyr Huntington's 

53.2 

BA17 Parkinson's 

31.4 
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Cing Gyr Parkinson's ]53.6 


Cing Gyr Alz heimer's^ (l 4.6 


Cing Gyr^ajtinson|s2 jO^ 


SBA17 Alzheimer's2 
"iBA 17 Control 


112.6 


Cing Gyr Alzheimer 's {23.5 
Cing Gyr Contrott j 16.6 


jBA 17 Con trol 
|BA9 Depression2 
JBA9 Depression 


119.8 


]4.9 


Cing Gyr Control 

Temp Pole 
Depression2 


52.9 


1BA9 PSP2 


|0.4 
"6.0 ' 


fl5.6 


!BA9 PSP 


Temp Pole PSP2 
TempPo Terejr' 
Temp Pole 
Huntington's 

Temp Pole 
Parkinson's2 


jO.O 


\BA9 Huntington's2 


28.3 


BA9 Huntington's 
BA9 ParkinsoiVs2 


31.4 


BA9 Parkinson's 4 32.8 


Temp Pole Partoson|sj IJS^ 
Temp Pole j ; 


Alz!ieimer's2 


5.9 


Temp Pole Alzhei mer's ft .7 
Temp Pole Controff 133.9 


15.6 


28.3 


36.3 
26.4 


BA9 Alzheimer^ 


BA9 Alzheimer's 


4.6 


BA9 Control 


(Temp Pole Control 

GloTFalladus 
Depression 


4.0 


<BA9 Contro^ 
BA7 Depression 


,12.1 


BA7 PSP2 


1.8 

i 

{59.9 
J14.T 
" |l7T 

!l2.1 


Glob Palladus PSP2 ^7.0 


1BA7 PSP 


Glob Palladus PSP jl4.7 


Glob Palladus 
]Parkinson's2 

[Glob Palladus 
jParkinson's _ 

jdob Palladus 
|Alzheimer's2 

Glob Palladus 
Alzheimer's 


30.4 


173.2 


1BA7 Huntington^ 
BA7 Huntington's 


IBA7 Parkinson's2 


Glo^PaTladusControj2 \6J 
GTol^Palla^ \\9.5 v 
Sub Nigra Depression2 j9.3 


19.1 


17.4 


Sub Nigra Depression \4.5 

SirbNi ^aT sPf^ 

Sub Nigra 
Huntington's2 


BA7 Parkinson's 


14.5 


76.S 
26.1 

17.4 

19.3 


BA7 Alzheimer's2 1,2.8 


BA7 Contro)2 


BA7 Control ^ 
BA4 Depression2 


BA4 Depression ; 13,5 


~"jl4' 4 
"]9.9 * 
W 


Sub Nigra Huntington's|63.7 


Sub Nigra Parkinson's2 (76.3 

Sub Nigra 
Alzheimer's2 

Sub Nigra Controi2 


46.0 


IBA4PSP2 
BA4 PSP 


27.4 


BA4 Huntington's2 


BA4 Hun tingto n's 


BA4 Parkinson's2 


102 

7.5 

ill 


14£ 
34.2 


36.9 


Sub Nigra Control jlOO.Q 


j BA4 Par ki nson's _ 
BA4 Alzheimer , s2 


[39.2 
"123 " 
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BA17 Depression J25.3 

IBA4 Control2 

22.5 


|BA 17 Depression jl9.2 

]BA4 Control 

)l5.0 



General_screening_panel_vl.6 Summary: Ag6486 Highest expression of this 


gene is detected in brain cerebellum (CT=27.8). In addition, moderate levels of expression 
of this gene is also seen in all regions of the central nervous system examined, including 
amygdala, hippocampus, substantia nigra, thalamus, cerebellum, cerebral cortex, and spinal 
5 cord. Therefore, therapeutic modulation of this gene product may be useful in the treatment 
of central nervous system disorders such as Alzheimer's disease, Parkinson's disease, 
epilepsy, multiple sclerosis, schizophrenia and depression. 

Moderate levels of expression of this gene is also seen in cluster of cancer cell lines 
derived from pancreatic, gastric, colon, lung, liver, renal, breast, ovarian, prostate, 
1 0 squamous cell carcinoma, melanoma.and brain cancers. Thus, therapeutic modulation of the 
expression or function of this gene may be effective in the treatment of pancreatic, gastric, 
colon, lung, liver, renal, breast, ovarian, prostate, squamous cell carcinoma, melanoma and 
brain cancers. 

Among tissues with metabolic or endocrine function, this gene is expressed at 
15 moderate levels in pancreas, adipose, adrenal gland, thyroid, pituitary gland, skeletal 

muscle, heart, fetal liver and the gastrointestinal tract. This gene encodes a splice variant of 
the complement Clq tumor necrosis factor-related protein, a member of the Clq family. 
This family includes proteins such as complement subunit Clq, adiponectin, gliacolin, Clq- 
related protein, cerebellin, CORS26 etc., all of which are secreted. These proteins have been 
20 implicated in tissue differentiation, immune regulation, energy homeostasis, synaptic 
function and in diseases such as obesity, diabetes and neurodegeneration. Adiponectin, a 
member of Clq family and protein closely related to complement Clq tumor necrosis 
factor-related protein, is induced over 100- fold in adipocyte differentiation (Scherer et al, 
1995, J Biol Chem 270(45):26746-9 PMID: 7592907) and is involved in adipocyte 
25 signaling (Hu et al, 1996, J Biol Chem 271 (18): 10697-703 PMID: 8631877). Recently, 
adiponectin has been shown to reverse insulin resistance in mouse models of lipoatrophy 
and obesity (Yamauchi et cil, 2001, Nat Med 7(8):941-6 PMID: 1 1479627). Therefore this 
protein, and proteins related to it, are potential antigens for development protein 
therapeutics for use in the treatment of obesity and type II diabetes. 
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This gene is expressed at much higher levels in fetal (CTs=29-32) when compared 
to adult skeletal muscle, lung and liver (CTs=32-35.9). This observation suggests that 
expression of this gene can be used to distinguish fetal from adult skeletal muscle, lung and 
liver. In addition, the relative overexpression of this gene in fetal tissue suggests that the 
5 protein product may enhance growth or development of these tissues in the fetus and thus 
may also act in a regenerative capacity in the adult. Therefore, therapeutic modulation of the 
protein encoded by this gene could be useful in treatment of muscle, lung and liver related 
diseases. 

Panel 4.1D Summary: Ag6486 Highest expression of this gene is detected in TNF 
10 alpha treated dermal fibroblast (CT=32.4). In addition, moderate to low levels of expression 
of this gene is also seen in activated T cells, IL-2 treated NK Cells, CD40L and 1L-4 treated 
B lymphocytes, eosinophils, lung microvascular endothelial cells, basophils, NCI-H292 
mucoepidermoid cells, and normal tissues represented by colon, thymus and kidney. 
Therefore, therapeutic modulation of the activity of this gene or its protein product, through 
1 5 the use of protein therapeutics or antibodies, might be beneficial in the treatment of 
autoimmune and inflammatory diseases that involve these cell and tissue types, such as 
lupus erythematosus, asthma, emphysema, Crohn's disease, ulcerative colitis, rheumatoid 
arthritis, osteoarthritis, and psoriasis. 

Panel CNS_1.1 Summary: Ag6486 This panel confirms the expression of this 
20 gene at low levels in the brains of an independent group of individuals. See Panel 1 .6 for a 
discussion of this gene in treatment of central nervous system disorders. 

R. CG140639-01 and CG140639-02: Flotillin-2 (Reggie-1) (REG- 
l)-like protein. 

Expression of gene CGI 40639-01 and CGI 40639-02 was assessed using the primer- 
25 probe set Ag5036, described in Table RA. Results of the RTQ-PCR runs are shown in 
Tables RB and RC. Note that CG140639-02 represents a full-length physical clone. 


Table RA . Probe Name Ag5036 


Primers jSequences 

Length 

Start Position 

SEQ ID No 

Forward j* ] -999 taa 9aatgtgcaggacat- 

21 ; 

349 

309 

jTET-5 ' - 

Probe aaaacgtcgtcctgcagaccctg- 
|3 ' -TAMRA 

23 

372 

310 
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F f 

]tgataaatctgctccactgtca-3 ' j 


Table RB. General_screeningj>anel_vl.5 


Tissue Name 

Rel. Exp.(%) 
Ag5036, Run 
228967203 

Tissue Name 

Rel. Exp.(%) 
Ag5036, Run 
228967203 

Adipose 

10.4 

Renal ca. TK-10 

44.4_ 

Melanoma* Hs68S(A).T 

23.0 

Bladder 

33.4 

Melanoma* Hs688(B).T 

18.4 

Gastric ca. (liver met.) 
NCI-N87 

25.9 

Melanoma* M14 

45.4 

Gastric ca. KATO III {41.5 

Melanoma* LOXIMVI 

13.9 

Colon ca. SW-94S J 14.5 

{Melanoma* SK-MEL-5 23.2 

Colon ca. S W480 

61.6 

Squamous cell carcinoma L ^ 
SCC-4 j 

Colon ca.* (SW480 met) 
SW620 

47.3 

Testis Pool 16.3 

Colon ca. HT29 

37.1 

Prostate ca.* (bone met) j 1 <- . 

Colon ca. HCT-116 

Prostate Pool \\72 

Colon ca. CaCo-2 J68.3 t 

Placenta [33.7 

Colon cancer tissue |20.3 

Uterus Pool ]ll.6 

Colon ca.SWl 116 18.9 

Ovarian ca. O VcAR-3 {57.0 _ 

Colon ca. Colo-205 " : 12.1 

(Ovarian ca. SK-OV-3 ilOO.O 

Colon ca. SW-48 

11.7 

jbvarian ca. OVCAR-4 |27.5 H 

Colon Pool 

15.3 

jOvarian ca. OVCAR-5 ?39.8 

Small Intestine Pool 

11.3 

Ovarian ca. IGROV-1 J44.4 

Stomach Pool 

8.2 

Ovarian ca. OVCAR-8_ \26.l 
Ovary j9.3 

Bone Marrow Pool 
Fetal Heart 

4.8 _ _ 

16.4 

Breast ca. MCF-7" \2A 8 

Heart Pool 

9j9 

Breast ca. MDA-MB-231 

89.5 

Lymph Node Pool 

12.7 

rr.o " 

Breast ca. BT 549 

47.6 

Fetal Skeletal Muscle 

Breast ca. T47D 

16.2 

Skeletal Muscle Pool 

22.2 

Breast ca. MDA-N 

11.7 

Spleen Pool 

14.6 

Breast Pool 

10.7 

Thymus Pool 

10.9 

Trachea 

22.7 

CNS cancer (glio/astro) 
US7-MG 

39.8 

Lung 

2.2 

CNS cancer (glio/astro) 
U-118-MG 

23.0 

Fetal Lung 

29.9 

CNS cancer (neurojmet) 
SK-N-AS 

19.6 

Lungca. NC1-N417 

6.6 

CNS cancer (astro) SF- 
539 

13.9 
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Lung ca. LX-l 

68.8 

CNS cancer (astro) SNB- 
75 

34.4 
43.8 

Lung ca.NCI-H 146 

13.4 

CNS cancer (glio) SNB- 
19 

Lung ca. SHP-77 ] 

4l7:P~*~ . 

CNS^cancer (glio) SF-295 

48.0 

1 - r - 

Lungca.A549 (52.1 

Brain (Amygdala) Pool ( 1 8.2 

tungca.NCI-H526 ;23.7 

Brain (cerebellum) (47.0 

Lung ca. "NC1-H23 

44.1 1 

Brain (fetal) j27.5 

Lung ca. NCI-H460 

29.1 

Brain (Hippocampus) 
Pool ^ 

f 

15.8 

Lung ca. HOP-62 

43.8 

Cerebral Cortex Pool 

i~23.5 ' 

Lungca. NCI-H522 

36.9 

Brain (Substantia nigra) 
Pool 

18.6 

1 

Liver 

5.8 Brain (Thalamus) Pool j22.8 

Fetal Liver 

Ul'6 jirain (whole) _ |23.2 _ 

Uver^. HepG2 ~ J15.3 j Spinal Cord Pool jjj .7 

Kidney Pool |20.9 jAdrenal Gland JTJ.S 

Fetal Kidney ]8.7 ^Pituitary gland Pool _ ! 2._7_ 

Renal ca. 786-0 

21.9 (Salivary Gland jl4.1 

Renal ca. A498 

19.1 (Thyroid (female) jll.3 

Renal ca. ACHN 

I56.O [Pancreatic ca. CAPAN2 j21.S 

Renal7a. u5-3 r 139.2 ~ ] Pancreas Pool _jj 8 £ 


Table RC. Panel 4. ID 


Tissue Name 

|Rel. Exp.(%) 
|Ag5036, Run 
1223740995 

IRel. Exp.(%) 

Tissue Name Ug5036, Run 

{223740995 

Secondary fhi act 

[42.9 

HUVEC IL-lbeta j 

27.2 

Secondary Th2 act 

J54.3 

HUVEC IFN gamma I 

42.0 

Secondary Trl act 


35.4 

HUVEC TNF alpha + IFN j 
gamma | 

21.8 

Secondary Thl rest 

21.2 

HUVEC TNF alphas IL4 

31.9 

Secondary Th2 rest 

35.6 ~~ 

HUVEC IL- 1 1 

32.1 

Secondary Trl rest 

20.7 

Lung Microvascular EC none 

72.2 

Primary Thl act 

13.3 

Lung Microvascular EC 
TNFalpha+ IL-lbeta 

36.6 

Primary Th2 act 


34.6 

Micro vascular Dermal EC 
none 

54.7 

Primary Trl act 


37.1 

Microsvasular Dermal EC 
TNFalpha + IL-lbeta_ 

26.6 

Primary Thl rest 

19.5 

Bronchial epithelium 
TNFalpha + ILlbeta 

25.5 

Primary Th2 rest 

23.0 

Small airway epithelium none 

14.2 

Primary Trl rest 

40.1 

Small airway epithelium 
TNFa!pha + IL-lbeta 

26.2 
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CD45RA CD4 j 
lymphocyte act j 

CD45RO CD4 
lymphocyte act 

CDS lymphocyte act 

J 1 .0 

^nmnprv flrtpvv rest 

Coronery artery SMC 
TNFalpha + IL-lbeta_ _ 

16.2 
19.3 

28.3 

Astrocytes rest 

14.4 

Secondary CD8 
lymphocyte retf ] 

31.0 

Astrocytes TNFalpha + IL- 
lbeta 

12 9 

Secondary CDS j 
lymphocyte act 

17.3 

KU-812 (Basophil) rest 

50.0 

CD4 lymphocyte none j 

16.4 

KU-8 12 (Basophil) 
PMA/ionomycin 

67.4 

2ryThl/Th2/Trl anti- 
CD95CH11 

39.0 

CCD 1 106 (Keratinocytes) 
none 

31.4 

LAK cells rest 

32.5 

CCD1 106 (Keratinocytes) 
iiNraipna t ib- 1 oeia 

53.2 

ILAK cells IL-2 i3S.7 

Liver cirrhosis 

10.4 

|LAK cells IL-2+IL-12 

ii.r " " 

NCI-H292 none 

44.4 

LAK cells IL-2+IFN 
gamma 

LA^HslD"2+rL^Tr"' 

13.2 

NCI-H292 IL-4 

69.7 

211) _ 

NCI-H292 IL-9 

66.9 

LAK cells 
PMA/ionomycin 

NK Cells IL-2 rest 

Two Way MLR 3 day _ 

11.3 

;49.3 
127.9 

NCI-H292 IL-13 

\IpT U0O9 TPXJ oamma 

HrAbC none 

57.0 
. .. 

Two Way MLR 5 day 

22.1 

HPAECTNF alpha + IL-1 
oeia 

25.2 

Two Way MLR 7 day 

28.7 

Lung fibroblast none 

42.3 

PBMC rest 

20.6 

Lung fibroblast TNF alpha + 
IL-1 beta 

28.3 

PBMC PWM 

26.1 

Lung fibroblast IL-4 

25. j 

PBMC PHA-L 

34.9 

Lung fibroblast IL-9 

31.0 

Ramos (B cell) none ! 1 9 .8 

Lung fibroblast IL-13 

22.1 

Ramos (B cell) ionomycir^ 
B lymphocytes PWM 

35.1 

21 .9 

Lung fibroblast IFN gamma 

40.1 

Dermal fibroblast CCD 1070 
rest 

19.6 

< ■• — 

B lymphocytes CD40L 
and IL-4 

51.8 

Dermal tibroblast CCDIO/U 
TNF alpha 

65.1 

► 7 

EOL-1 dbcAMP j!9.1 

Dermal fibroblast CCD1070 
IL-t beta 

12.1 

EOL-1 dbcAMP '~ 
PMA/ionomycin 

Dendritic cells none 

1 1 1 .2 

1 

Dermal fibroblast IFN gamma 

17.1 

j27.5 

Dermal fibroblast IL-4 

22.1 

Dendritic ceils LPS |25.5 

Dermal Fibroblasts rest 

26.8 

Dendritic cells anti-CD40 {26.4 

Neutrophils TNFa+LPS 

16.5 

Monocytes rest 53.2 

Neutrophils rest 

100.0 

Monocytes LPS |31.4 

Colon 

6.5 
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[Macrophages rest 

27.2 

jLung 

22.4 

[Macrophages LPS 

16.5 

(Thymus 

11 3.5 

iHUVEC none 

17.1 

[Kidney 

[25.2 

HUVEC starved 

38.4 i | 


General_screening_panel_vl.5 Summary: Ag5036 Highest expression of this 
gene is seen in an ovarian cancer cell line (CT=27). This gene is widely expressed in this 
panel, with moderate expression seen in brain, colon, gastric, lung, breast, ovarian, and 
melanoma cancer cell lines. This gene encodes a protein with homology to flotillin-2, an 


5 integral membrane protein of the plasmalemmal microdomains involved in vesicular 

trafficking and signal transduction. Cho has suggested that this molecule is involved in cell 
adhesion (Genomics 27: 251-258, 1995.). Thus, based on this expression profile and the 
homology of this gene to flotillin, this protein product may be involved in cell survival 
and/or proliferation. Modulation of this gene product may be useful in the treatment of 

1 0 cancer. 

Among tissues with metabolic function, this gene is expressed at moderate levels in 
pituitary, adipose, adrenal gland, pancreas, thyroid, and adult and fetal skeletal muscle, 
heart, and liver. Flotillin-2 may play a role in the glucose uptake pathway (Baumann, Nature 
2000 Sep 14;407(6801):202-7). This widespread expression among these metabolic tissues 
1 5 and the homology to flotillin suggest that this gene product may play a role in normal 
neuroendocrine and metabolic function and that disregulated expression of this gene may 
contribute to neuroendocrine disorders or metabolic diseases, such as obesity and diabetes. 

In addition, this gene is expressed at much higher levels in fetal liver tissue (CT=28) 
when compared to expression in the adult counterpart (CT=31). Thus, expression of this 
20 gene may be used to differentiate between the fetal and adult source of this tissue. 

This gene is also expressed at moderate levels in the CNS, including the 
hippocampus, thalamus, substantia nigra, amygdala, cerebellum and cerebral cortex. 
Therefore, therapeutic modulation of the expression or function of this gene may be useful 
in the treatment of neurologic disorders, such as Alzheimer's disease, Parkinson's disease, 
25 schizophrenia, multiple sclerosis, stroke and epilepsy. 

Panel 4.1D Summary: Ag5036 Highest expression of this gene is seen in 
neutrophils (CT=28.2). This gene is also expressed at moderate levels in a wide range of 
cell types of significance in the immune response in health and disease. These cells include 
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members of the T-cell, B-cell, endothelial cell, macrophage/monocyte, and peripheral blood 
mononuclear cell family, as well as epithelial and fibroblast cell types from lung and skin, 
and normal tissues represented by colon, lung, thymus and kidney. This ubiquitous pattern 
of expression suggests that this gene product may be involved in homeostatic processes for 

5 these and other cell types. This pattern is in agreement with the expression profile in 

General_screening_panel_vl .4 and also suggests a role for the gene product in cell survival 
and proliferation. Therefore, modulation of the gene product with a functional therapeutic 
may lead to the alteration of functions associated with these cell types and lead to 
improvement of the symptoms of patients suffering from autoimmune and inflammatory 

10 diseases such as asthma, allergies, inflammatory bowel disease, lupus erythematosus, 
psoriasis, rheumatoid arthritis, and osteoarthritis. 

S. CG140843-01: INTEGR1N BETA-5 PRECURSOR PROTEIN- 
LIKE PROTEIN. 

Expression of gene CG140843-01 was assessed using the primer-probe set Ag7404, 
15 described in Table SA. Results of the RTQ-PCR runs are shown in Table SB. Table SA . 
Probe Name Ag7404 


1 I 

Primers (Sequences 

| i 

r .i iStart 
Len «* (Position 

SEQ ID No 

[Forward [5 1 - c tgca tggggaggtcaa - 3 ■ 
j TET-5'- 

jProbe aagtaccaacacccactgacgctctc 
j -3 • -TAMRA 

17 {852 
26 873 

312 
313 

jReverse 15 ' -gctggggcactcaaagact-3 • 

19 |907 

314 


Table SB . General_screening_panel_vl.6 


Tissue Name 

Rel. Exp.(%) 
Ag7404, Run 
306066735 

Tissue Name 

Rel. Exp.(%) 
Ag7404,Run 
306066735 

Adipose 

6.4 : 

Renal ca.TK-10 

38.2 

Melanoma* Hs68S(A).T 

21.6 

Bladder 

6.6 

Melanoma* Hs688(B).T 

14.2 

Gastric ca. (liver met.) 
NCI-N87 

34.2 

Melanoma* M14 

9.5 

Gastric ca. ICATO III 

16.6 

Melanoma* LOXIMVI 

2.9 

Colon ca. SW-948 

0.0 

Melanoma* SK-MEL-5 

9.3 

Colon ca. SW480 

100.0 

Squamous cell carcinoma 
SCC-4 

2.9 

Colon ca.* (SW480 met) 
SW620 

11.0 

Testis Pool 

5.1 

Colon ca. HT29 

17.7 
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rrOMcllc Cd. ^uunc uicij 

PC-3 

8.2 

jColon ca. HCT-116 

18.2 

Prostate Poo! 

3.4 

{Colon ca. CaCo-2 

1674"*"' 

Placenta 

0.0 

(Colon cancer tissue 

7.6_ _ _ 

Uterus Pool 

10.2 

jColon ca. SW1116 

0.0 

Ovarian ca. OVCAR-3 

50.0 

Colon ca. Colo-205 14.3 

Ovarian ca. SK-OV-3 

27.4 

Colon ca. SW-48 j 

0.0 

Ovarian ca. OVCAR-4 

0.0 

Colon Pool 126.1 

Ovai'ian ca. OVCAR-5 

40.1 i 

Small Intestine Pool j 

11.3 

Ovarian ca. IGROV-1 

4.2 

(Stomach Pool |18.7 

Ovai'ian ca. OVCAR-8 

6.5 

iBone Marrow Pool J4.5 

Ovary 

13.3 


Fetal Heart 

3.3 

Breast ca. MCF-7 

24.1 

[Heart Pool 

10.3 

.:• •-•i-^;r. L.^ iL L. 

Breast ca. MDA-MB-231 

46.3 

jLymph Node Pool 120.4 

Breast ca. BT 549 

10.6 

!]Fetal Skeletal Muscle 

0.0 

Breast ca. T47D 

7.4, fc 

(Skeletal Muscle Pool 

o.o 

Breast ca. MDA-N 

5.6 

] 

Spleen Pool 

15.5 

Breast Pool )23.2 

(Thymus Pool 

6.7__ _ ^ 

Trachea 

9.0 

jCNS cancer (glio/astro) 
;U87-MG 

10.2 

Lung 

9.4 

CNS cancer (glio/astro) 
U-118-MG 

18.8 

Fetal Lung 

11.4 


CNS cancer (neurojmet) 
SK-N-AS 

30.8 

Lung ca. NCI-N417 

0.0 


CNS cancer "(astro) SF- 
539 

17.8 

Lung ca. LX-1 

21.3 

JCNS cancer (astro) SNB- }, „ „ 
375 j 4 ^ 8 

Lungca. NCI-H146 

0.0 

(CNS cancer (glio) SNB- 

6.8 

Lung ca. SHP-77 

0.0 

JCNS cancer (glio) SF-295 

20.7 

Lung ca. A549 

35.4 

jBrain (Amygdala) Pool 

0.0 

Lung ca. NCI-H526 

0.0 


Brain (cerebellum) 

5.6 

Lungca. NCI-H23 

2.8 

jBrain (fetal) 

0.0 

Lungca. NCI-H460 

10.7 

Brain (Hippocampus) 
Pool 

7.3 

Lungca. HOP-62 

12.8 

Cerebral Cortex Pool 

3.2 

Lungca. NCI-H522 

7.1 

Brain (Substantia nigra) 
Pool 

7.1 

Liver 

0£ m 

Brain (Thalamus) Pool 

(3.3 

Fetal Liver 

6.0 

Brain (whole) 

13-4 

Liver ca. HepG2 

19.9 

Spinal Cord Pool 

|13.4 

Kidney Pool 

9.0 

Adrenal Gland 

j6^6 

Fetal Kidney 

12.2 

Pituitary gland Pool 

jo.o 

Renal ca. 786-0 

16.5 

Salivary Gland 

jo 6 
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|RenaI ca. A498_ _ 

B76 

[Thyroid (female) 

jo.o 


[Renal ca. ACHN 

113.4 

(Pancreatic ca. CAPAN2 

j35.6 


•Renal ca. UO-31 

]\9.6 

jPancreas Pool 

]4.2 



CNS_neurodegeneration_vl.O Summary: Ag7404 Expression of this gene is 
low/undetectable in all samples on this panel (CTs>35). 


General__screening_panel_vl.6 Summary: Ag7404 Expression of this gene is 
restricted to a sample derived from a colon cancer cell line (CT=34.8). Thus, expression of 
5 this gene could be used to differentiate between this sample and other samples on this panel 
and as a marker to detect the presence of colon cancer. Furthermore, therapeutic modulation 
of the expression or function of this gene may be effective in the treatment of colon cancer. 

T. CG141540-01: IL1 receptor -type-2-Iike protein 

Expression of gene CGI 4 1540-01 was assessed using the primer-probe sets Ag5237 
10 and Ag5236, described in Tables TA and TB. Results of the RTQ-PCR runs are shown in 
Tables TC, TD and TE. 

Table TA . Probe Name Ag5237 


Primers 

Sequences 

T *U l Start 

Len 8 th IPosition 

SEQ ID No 

Forward { 

5 ' -agatggtctgactgtgctatg-3 » 

21 Ill43 


Probe 

rET-5 ' - 

tcatcatcaagactttcaatcctatccc , 
a-3 ' -TAMRA 

29 "1167 

316 

_ IS • -qaattatttcattccatttatttc- 
Reverse h • 

24 ill99 

i . . 

317 

Table TB. Probe Name Ag5236 

Primers 

Sequences 

Length jSta rt Position |SEQ ID No 

Forward 

5 ' -acgcatcaagaggtcaagact- 
3' 

21 j744 : 

518 

Probe 

TET-5* - 

ccggcacacccttaaccaccat- 
3 ' -TAMRA 

22 

794 : 

519 

Reverse 

5' -gtgtcattggccgtcca-3 ' 

T7 " 

823 |320 


Table TC . AI_comprehensive panel_vl.O 


Tissue Name 

Rel. Exp.(%) 
Ag5236, Run 
229545061 

Tissue Name 

Rel. Exp.(%) 
Ag5236, Run 
229545061 

110967 COPD-F 

0.0 

112427 Match Control 
Psoriasis-F 

0.0 

110980 COPD-F 

0.0 

1 12418 Psoriasis-M 

0.0 
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110968 COPD-M 

1.4 

112723 Match Control 
Psoriasis-M 

0.0 

110977 COPD-M 

0.0 

1 12419 Psoriasis-M 

0.0 

- - — 

1 10989 Emphysema-F 

A A 

0.0 

112424 Match Control 
Psoriasis-M 

1 H 
1 .O 

110992 Emphysema-F 

2.7 

112420 Psoriasis-M 

3.8 

110993 Emphysema-F 

1.8 

112425 Match Control 
Psoriasis-M 

0.0 

110994 Emphysema-F 

0.0 

K)4689 (MF) OA Bone- ' 
Backus 

3.4 

110995 Emphysema-F 

11.4 

104690 (MF) Adj 
"Normal" Bone-Backus 

1.7 

110996 Emphysema-F 

6.1 

104691 (MF) OA 
Synovium-Backus 

1.7 

110997 Asthma-M 

4.6 

104692 (BA) OA 
Cartilage-Backus 

0.0 

111001 Asthma-F 

0.0 

104694 (BA) OA Bone- 
Backus 

1.8 

111002 Asthma-F 

0.0 

104695 (BA) Adj 
"Normal" Bone-Backus 

0.9 

1 1 1003 Atopic Asthma- L ? 

104696 (BA) OA 
Synovium-Backus 

u.u 

111004 Atopic Asthma- 
F 

0.0 

104700 (SS) OA Bone- 
Backus 

4.4 

111005 Atopic Asthma- 

0.0 

104701 (SS) Adj 
"Normal" Bone-Backus 

3.0 

111006 Atopic Asthma- 
F 

0.0 

104702 (SS) OA 
Synovium-Backus 

1.5 

111417 Allergy-M 

0.0 

117093 OA Cartilage 
Rep7 

1.4 

112347 Allergy-M 

0.0 

112672 OA Bone5 

0.0 

112349 Normal Lung-F 

0.0 

112673 OA Synoviums '0.0 

112357 Normal Lung-F 

0.0 

112674 OA Synovial 
Fluid cellsS 

1.2 

Tl2354 Normal Lung- 
M 

0.0 

117100 OA Cartilage 
Rep 14 

0.0 

1 12374 Crolins-F 

0.0 

1 12756 OA Bone9 

0.0 "~~ 

112389 Match Control 
Crohns-F 

6.1 

1 12757 OA Synovium9 

0.7 

U2375 Crohns-F 

0.0 

1 12758 OA Synovial 
Fluid Cellsg 

1.5 

112732 Match Control 
.Crohns-F 

30.8 

1 17125 RA Cartilage ~ 
Rep2 

0.0 

1 12725 Crohns-M 

0.0 

113492 Bone2RA 

0.9 

112387 Match Control 
Crohns-M 

1.5 

1 13493 Synovium2 RA 

0.0 
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1 123 Jo Crolins-M 

A A 
U.U 

113494 Syn Fluid Cells 
RA 

~> 0 

w.V 

112390 Match Control i 
Crohns-M 

0.0 

113499 Cartilage4RA 

2.5 

112726 Crohns-M 

1.1 

lT356^on^TflA } 

22 "~ 

112731 Match Control 
Crohns-M 

1.7 

1 13501 oynovium4 KA 

1 Q 

112380 Ulcer Col-F 

0.0 

113502 Syn Fluid Cells4 
RA 

r\ r\ 
[)V 

112734 Match Control 
Ulcer Col-F 

100.0 

113495 Cartilage3RA 

4.5 

112384 Ulcer Col-F 

1.8 

1 13496 Bone3RA 

5.3 

112737 Match Control 
Ulcer Col-F 

0.6 

I synovium j tu\ 

6.J 

112386 Ulcer Col-F 

1.2 J 

113498 Syn Fluid Cells3 
RA 

IS) 

112738 Match Control 
Ulcer Co!-F 

i 

4.6 

117106 Normal Cartilage 
Rep20 

0.0 

112381 Ulcer Col-M jo.0 

113663 Bone3 Normal 

0.0 

U273SMatchContror L Q 
Ulcer Col-M | 

113664 Synovium3 
Normal 


112382 Ulcer Col-M 

7.9 

113665 Syn Fluid Celts3 
Normal 

0.0 

112394 Match Control 
Ulcer Col-M 

J il 17107 Normal Cartilage 
1 !Rep22 

0.0 

1 12383 Ulcer Col-M 

31 .9 J 1 (3667_B^nej^ 

0.0_ 

112736 Match Control 
Ulcer Col-M 

j " 113668 Synovium4 
j U,U (Normal 

0.0 

' . . c Ill 3669 Syn Fluid Cells4 
U2423Psor,asis-F |2.3 | Norma| 

0.0 

Table TD. General screening panel vl.5 

jRel. Exp.(%) 
Tissue Name Ag5236, Run 
(237228536 

Tissue Name 

Rel. Exp.(%) 
Ag5236, Run 
237228536 

Adipose |22.2 

Renal ca. TK-10 

3.2 

Melanoma* Hs688(A).tHo.O 

Bladder 

16.8 

Melanoma* Hs688(B).T 

0.0 

Gastric ca. (liver met.) 
NCI-N87 

11.4 

Melanoma* Ml 4 

0.0 

Gastric ca. KATO III 

4cu 

Melanoma* LOXIMVI 

0.0 

Colon ca. SW-948 

29.3 

Melanoma* SK-MEL-5 

07 

Colon ca. SW480 

0.0 

Squamous cell carcinoma 
SCC-4 

jColon ca.* (SW480 met) 
" |SW620 

4.9 

Testis Pool 

1.4 jColon ca. HT29 

13.3 

Prostate ca.* (bone met) 
PC-3 

1.0 jColonca.HCT-116 

0.0 
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Prostate Pool 

0.0 

Colon ca. CaCo-2 

42.0 

Placenta 

13.4 

Colon cancer tissue 

35.1 

Uterus Pool 

3.5 

Colon ca. SW111 6 

0.0 

Ovarian ca. OVCAR-3 

26.2 

Colon ca. Colo-205 

67.4 

Ovarian ca. SK-OV-3 

100.0 

Colon ca. SW-48 

3.3 

Ovarian ca. OVCAR-4 

80.7 

Colon Pool 

2.7 

Ovarian ca. OVCAR-5 

1.3 

Small Intestine Pool 

2.9 

Ovarian ca. IGROV-1 

25.3 

Stomach Pool 

2.0 

Ovarian ra OVPAR-R 

0.0 

Bone Marrow Pool 

5.0 

Ovary 

18.6 iFetal Heart 

0.8 

Breast ca. MCF-7 

0.0 

Heart Pool 

u.U 

Breast ca. MDA-MB-23 1 

0.0 

Lymph Node Pool 

o.q_ 

Breast ca. BT 549 
Breast ca. T47D 

3.2 

0.0 _ 

Fetal Skeletal Muscle 
Skeletal Muscle Pool 

0.5 
0\0 

Breast ca. MDA-N 

0.0 

Spleen Pool 

59.5 

Breast Pool 

1.2 ....._.„ ... 

Thymus Pool 

17.4 

Trachea 

12.6 

CNS cancer (glio/astro) 
U87-MG 

6.8 

Lung 

n ft jCNS cancer (glio/astro) 
U ' U |U-118-MG 

n n 

U.U 

Fetal Lung 

6.6 

CNS cancer (neuro;met) 
SK-N-AS 

6.3 

Lungca. NCI-N417 

0.0 

CNS cancer (astro) SF- 
539 

1.1 

18.7 

Lungca. LX-1 

2.1 

CNS cancer (astro) SNB- 
75 

Lungca. NCI-H146 

0.0 

CNS cancer (glio) SNB- 
19 

85.3 

Lling ca. orir- / / 

0.0 

CNS cancer (glio) SF-295 

1 A 

Lung ca. A549 

8.0 

Brain (Amygdala) Pool 


Lungca. NCI-H526 

0.0 

Brain (cerebellum) 

n n 

U.U 

bltng ca. iNL4-ri*i.3 

0.0 

Brain (fetal) 

^ 4 

Lung ca. NCI-H460 

3.4 

Brain (Hippocampus) 
Pool 

0.0 

Lung ca. HOP-62 

2.7 

Cerebral Cortex Pool 

0.0 

Lung ca. NCI-H522 

0.0 

Brain (Substantia nigra) 
Pool 

0.0 

Li vet- 

0.8 

Brain (Thalamus) Pool 

0.8 

Fetal Liver 

4.1 

Brain (whole) 

1.8 

Liver ca. HepG2 
Kidney Pool 

7.0 

Spinal Cord Pool 

0.0 

2.8 

Adrenal diand 

3.2 

Fetal Kidney 

0.0 

Pituitary gland Pool 

0.0 

Renal ca. 786 : 0 

11.3 

Salivary Gland 

1.0 

Renal ca. A498"* 

3.3 

Thyroid (female) 

6.8 

Renal ca. ACHN 

0.6 

Pancreatic ca. CAPAN2 

0.0 
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Renal ca. UO-31 


0.0 


Pancreas Pool 


13.9 


Table T£. Panel 4. ID 


Tissue Name 

Rel. Exp.(%) 
Ag5236, Run 
229788311 

Tissue Name 

Rel. Exp.(%) 
Ag5236, Run 
229788311 

Secondary Thl act 

0.0 

HUVEC IL-lbeta 

0.0 

Secondary Th2 act 

0.0 

HL1VEC IFN gamma 

0.0 

Secondary Trl act |o.O 

HUVEC TNF alpha + IFN 
gamma 

0.0 

Secondary Thl rest : 0.0 

HUVEC TNF alpha + IL4 

0.0 

Secondary Th2 rest jO.O 

HUVEC IL-1 1 

0.0 

Secondary Trl rest [0.0 

Lung Microvascular EC none {0.0 

Primary Thl act 

0.0 

Lung Microvascular EC 

TMFalnha + TT -Ihetfl 
l iNraipilci T 1L< i ucia 

0.0 



. ; 

Primary Th2 act 

0.0 

KA irmvflcn liar DpttosiI Ff 

none 

0.0 

Primary Trl act 

0.0 

IVli^iUd VaoUlCll l_-/dlllal L*>\~* 

TNFalpha + IL-lbeta 

0.0 

Primary Thl rest 

0.0 

Bronchial epithelium 
TNFalpha + ILlbeta 

0.0 

Primary Th2 rest 

0.0 

Small airway epithelium none 

0.0 

Primary Trl rest 

0.0 

Small airway epithelium 
TNFalpha + IL-lbeta 

5.9 

CD45RA CD4 
lymphocyte act 

2.1 

Coronery artery SMC rest 

0.0 

CD45ROCD4 
lymphocyte act 

1.1 

Coronery artery SMC 
TNFalpha + IL-lbeta 

0.0 

CDS lymphocyte act 

0.0 

Astrocytes rest 

0.7 

Secondary CDS 
lymphocyte rest 

1.4 

Astrocytes TNFalpha + IL- 
lbeta 

0.0 

Secondary CDS 
lymphocyte act 

0.0 

KU-812 (Basophil) rest 

0.9 

CD4 lymphocyte none 

0.0 

KU-8 12 (Basophil) 
PMA/ionomycin 

0.0 

2ryThl/Th2/Trl anti- 
CD95 CH11 

0.0 

CCD 1 106 (Keratinocytes) 
none 

2.5 

LAK cells rest 

r 

3.7 

CCD 1 106 (Keratinocytes) 
TNFalpha + IL-lbeta^ 

7.4 

LAK cells IL-2 

0.0 

Liver cirrhosis 

2.5 

LAK cells IL-2+IL-12 

0.0 

NC1-H292 none 

0.0 

LAK cells IL-2+IFN 
gamma 

0.0 

NCI-H292 IL-4 

0.0 

LAK cells IL-2+IL- 18 

io.o 

NCI-H292 IL-9 

0.0 
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LAK cells ] 
PMA/ionomycin 

NK Cells IL-2 rest 

— — , 

12.4 

0.0 

NCI-H292 1L-13 
rNd-ri2y2 irrN gamma 

0.0 
u.u 

1 wo Way MLK J day 

2.2 

HrAcL/ none 

u.u 

Two Way MLR 5 day 

1.1 

HPAEC TNF alpha + IL-1 
beta 

0.0 

Two Way MLR 7 day 

0.0 

Lung fibroblast none 

0.0 

PBMC rest 

0.0 

Lung fibroblast TNF alpha + 
1L-I beta 

0.0 

PBMC PWM 

0.9 

Lung fibroblast IL-4 

0.0 

PBMC PHA-L 1 

6.9 

Lung fibroblast 1L-9 

0.0 

Ramos (B cell) none 

0.0 ] 

Lung fibroblast IL-13 

0.0 

Ramos (B cell) ionomycin 

0.0 

Lung fibroblast IFN gamma 

0.0 

B lymphocytes PWM 

4.0 

Dermal fibroblast CCD 1070 
rest 

0.0 

B lymphocytes CD40L 

_ J IT ^ 

and IL-4 

1.6 

Dermal fibroblast CCD1070 
TNF alpha 

0.0 

EOL-1 dbcAMP 

0.0 

Dermal fibroblast CCD1070 
IL-1 beta 

0.0 

EOL-1 dbcAMP 
PMA/ionomycin 

0.0 

Dermal fibroblast IFN gamma 

0.0 

Dendritic cells none 

10.3 

Dermal fibroblast IL-4 

0.0 

Dendritic cells LPS 

0.0 

Dermal Fibroblasts rest 

0.0 

Dendritic cells anti-CD40 

4.7 

Neutrophils TNFa+LPS |85.3 

r- "- * — " fc -" a *- 1 — — | 

(Monocytes rest 

0.0 '(Neutrophils rest jlOO.O 

Monocytes LPS 

Y70 JCoIon |0.0 

Macrophages rest jO.O jLung J 1.0 

Macrophages LPS jO.O jThymus |2.8 

HUVECnone jO.O jKiclney |0.0 

HUVEC starved jo.O j ~T 


AI_comprehensive paneljvl.O Summary: Ag5236 Expression of this gene is 
limited to a normal tissue sample adjacent to Crohn's and normal tissue sample adjacent to 
ulcerative colitis (CTs=32-34). Thus, expression of this gene could be used to differentiate 
between these samples and other samples on this panel. 


5 General_screening_panel_vl.5 Summary: Ag5236 Highest expression of this 

gene is seen in an ovarian cancer cell line (CT=32). Low but significant levels of expression 
are also seen in clusters of cell lines derived from brain, ovarian, colon and gastric cancers. 
Thus, this gene product may be involved in these cancers. Low levels of expression are also 
seen in adipose and pancreas suggesting a role for this gene product in the pathogenesis of 

10 metabolic disorders including obesity and diabetes. 
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Panel 4.1D Summary: Ag5236 This gene is expressed exclusively in neutrophils. 
Thus, expression of this gene could be used to differentiate between these samples and other 
samples on this panel and as a marker of neutrophils. 

U. CG141580-01: KIAA 1467 protein-like protein. 

5 Expression of gene CG141 580-01 was assessed using the primer-probe set Ag7248, 

described in Table UA. Results of the RTQ-PCR runs are shown in Tables UB and UC. 


Table UA . Probe Name Ag7248 


r — " ™. 
Primers 

Sequences 

" iStart 
Len § th IPosition ; 

SEQ ID No 

. 

Forward 

5' - 

gtctatgactaggaaacattttgttgtac 
-3 ■ 

29 

2255 

321 

Probe 

TET-5' - 

ccacaacactaaaatatacacacacacag 
c- 3 ' -TAMRA 

30 

2289 

322 

Reverse 

t 

5 1 - 

cttaggacatacctggaaaataacttc- 
3 1 

27 

2320 

323 


Table UB . CNS_neurodegeneration_vl.O 


|Rel. Exp.(%) 
Tissue Name ]Ag7248, Run 
|296423801 

i 

jTissue Name 

i 

Rel. Exp.(%) 
Ag724S, Run 
296423801 

AD 1 Hippo 

6.3 

Control (Path) 3 
Temporal Ctx 

1.2 

AD 2 Hippo 

14.1 

Control (Path) 4 
Temporal Ctx 

12.9 

AD^Hippo^ 

2.5 

AD 1 Occipital Ctx 


AD 4 Hippo 

1.9 

AD 2 Occipital Ctx 
(Missing) 

0.0 

AD 5 Hippo 

10O0 

AD 3 Occipital Ctx 

1.2 

AD 6 Hippo 

27.2" 

AD 4 Occipital Ctx 

9.9 

Control 2 Hippo 

13.3 

— — ** *— — 

AD 5 Occipital Ctx 

25.5 

Control 4 Hippo >1.S 

AD 6 Occipital Ctx 

23.5 

Control (Path) 3 Hippo 

2.5 


Control \ Occipital Ctx 


AD 1 Temporal Ctx 



Control 2 Occipital Ctx 

43.8 

AD 2 Temporal Ctx 

8.2 


Control 3 Occipital Ctx 

7.6 

AD 3 Temporal Ctx 

1.7 


Control 4 Occipital Ctx 

1.2 

I 

AD 4 Temporal Ctx jl7.8 

Control (Path) 1 
Occipital Ctx 

66.4 

AD 5 Inf Temporal Ctx |60.7 

Control (Path) 2 
Occipital Ctx 

7.6 
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AD 5 Sup Temporal 
Ctx 

20.7 

Control (Path) 3 
Occipital Ctx 

0.5 

AD 6 Inf Temporal Ctx 

_ 

25.5 

Control (Path) 4 
Occipital Ctx 

6.7 
1.8 

AD 6 Sup Temporal 

Ctx _ 

Control 1 Temporal Ctx 

30.8 

Control 1 Parietal Ctx 

1.3 

Control 2 Parietal Ctx 

16.3 

Control 2 Temporal Ctx 

24.5 

Control 3 Parietal Ctx 

Control 3 Temporal Ctx 

5.5 

Control (Path) 1 
Parietal Ctx 

67.8 

Control 3 Temporal Ctx 

[Control (Path) 2 
28 JParietal Ctx 

14.6 

Control (Path) 1 
Temporal Ctx 

~ 7 0 Control (Path) 3 
J/,y iParietalCtx 

1.7 

Control (Path) 2 
Temporal Ctx 

L A Control (Path) 4 
- 1U jParietaiCtx 

35.6 


Table UC. Panel 4. ID 


jRel. Exp.(%) 
Tissue Name Ag7248, Run 
|296417628 

Tissue Name 

Rel. Exp.(%) 
Ag7248, Run 
296417628 

Secondary Thl act 153.6 

HUVEC IL-lbeta 

36.1 

Secondary Th2 act .'50.0 

HUVEC [FN gamma 

37.6 

Secondary Trl act 

16.8 

HUVEC TNF alpha + IFN 
gamma 

7.1 

[Secondary Thl rest 

1.7 ' iHUVECTNF alpha + IL4 114.3 

[Secondary Th2 rest 

2.0 jHUVECIL-11 

11.3 

[Secondary Trl rest 

6.7 jLung Microvascular EC none 

100.0 

Primary Thl act 

5.6 

Lung Microvascular EC 
TNFa!pha+ IL-lbeta 

12.3 

Primary Th2 act 

33.7 

Microvascular Dermal EC 
none 

18.2 

Primary Trl act 

27.7 

Microsvasular Dermal EC 
TNFalpha + IL-lbeta 

8.0 

Primary Thl rest 

1.2 

Bronchial epithelium 
TNF alpha + IL1 beta 

11.0 

Primary Th2 rest 

2.1 

Small airway epithelium none 

11.7 

Primary Trl rest 

0.0 

Small airway epithelium 
TNFalpha + IL-lbeta 

27.9 

CD45RA CD4 
lymphocyte act 

36.9 

Coronery artery SMC rest 

34.9 

CD45RO CD4 
lymphocyte act 

55.5 

Coronery artery SMC 
TNFalpha + IL-lbeta 

41.5 

CDS lymphocyte act 

11.1 

Astrocytes rest 

10.9 

Secondary CDS 
lymphocyte rest 

5.2 

Astrocytes TNFalpha + IL- 
lbeta 

10.0 
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Secondary CDS j 
lymphocyte act 

4.5 jlOJ-812 (Basophil) rest 

63.3 

CD4 lymphocyte none \ 

4.3 

KU-8 12 (Basophil) 
PMA/ionomycin 

CCD1 106 (Keratinocytes) 
none 

S1.2 

SryThl/Th2/Trl_anti- 
CD95CH11 

4.7 

28.1 

i •■- ■ ' 

ILAK cells rest 

1 _ 1 

20.4 

CCD1 106 (Keratinocytes) 
TNFalpha + IL-lbeta 

3.9 

iLAK cells IL-2 

4.6 

Liver cirrhosis 

5.3 

LAK cells IL-2+IL- 12 

1.6 

NCI-H292 none 

13.5 

LAK cells IL-2+IFN 
gamma 

9.1 

NCI-H292 IL-4 

20.6 

LAK cells IL-2+IL- IS | 

3.9 

>Jci-H292 IL-9 

21.6 

LAK cells 
PMA/ionomycin 

37.1 

NCI-H292IL-13 

28.7 

NK Cells IL-2 rest 

12.8 

NCI-H292 IFN gamma 

14.5 

Two Way MLR 3 day 

27.9 

HPAEC none 

10.8 

Two Way MLR 5 day 

jHPAECTNF alpha + IL-1 
iJ (beta 

35.8 

Two Way MLR 7 day 18.8 jLung fibroblast none 

44.4 

PBMC rest 

- . jLung fibroblast TNF alpha + 
jlL-3 beta 

45.4 

PBMC PWM 

1 1 .4 [Lung fibroblast \L-4 

12.5* 

PBMC PHA-L 

12.4 

Lung fibroblast IL-9 

14.6 

Ramos (B cell) none 

20.6 

Lung fibroblast IL-13 

11.3 

Ramos (B cell) ionomycin 

53.2^ 

Lung fibroblast IFN gamma |37.6 

B lymphocytes PWM 

4.9 

Dermal fibroblast CCD 1070 j 24 § 
rest j 

B lymphocytes CD40L 
and IL-4 

iDermal fibroblast CCD1 070 
1/,y jTNF alpha 

33.0 

EOL-1 dbcAMP 

38.4 

Dermal fibroblast CCD1070 
IL-1 beta 

21.0 

EOL-1 dbcAMP 
PMA/ionomycin 

37.1 

Dermal fibroblast IFN gamma 

16.2 

(Dendritic cells none 

24.0 

Dermal fibroblast IL-4 

56.6 

Dendritic cells LPS |3.4 

Dermal Fibroblasts rest 

22.7 

[Dendritic cells anti-CD40 2.6 

Neutrophils TNFa+LPS 

1.5 

(Monocytes rest 1 8. 8 

Neutrophils rest 

2.9 

[Monocytes LPS |41.5 

Colon 

5.4 

[Macrophages rest 

|11.6 

Lung 

1.1 

[Macrophages LPS 

Thymus 

5.6 

[HUVECnone |22.1 

Kidney 

50.0 

jHUVEC starved _ 35.8 




CNSjneurodegeneration_vl.O Summary: Ag7248 This panel confirms the 


expression of this gene at low levels in the brains of an independent group of individuals. 
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However, no differential expression of this gene was detected between Alzheimer's diseased 
postmortem brains and those of non-demented controls in this experiment. Low levels of 
expression of this gene in brain regions suggests that this gene may play a role in central 
nervous system disorders such as Alzheimer's disease, Parkinson's disease, epilepsy, 
5 multiple sclerosis, schizophrenia and depression. 

Panel 4.1D Summary: Ag7248 Highest expression of this gene is detected in lung 
microvascular endothelial cells (CT=32). Expression of this gene is down-regulated on 
activation of these endothelial cells by cytokines. Thus, this gene may be play a role in the 
maintenance of the integrity of the microvasculature. Therefore, therapeutics designed for 
10 this putative protein could be beneficial for the treatment of diseases associated with 
damaged microvasculature including inflammatory diseases of lung, such as asthma, 
allergy, and chronic obstructive pulmonary diseases. 

In addition, low to moderate levels of expression of this gene is also seen in lung and 
dermal fibroblasts, keratinocytes, basophils, coronery artery SMC, cytokine activated small 

1 5 airway epithelium, dermal microvascular EC, HUVEC, cytokine activated HPAEC, 

activated monocytes, eosinophils, Ramos B cells, two way MLR, activated LAK cells, and 
various types of activated T cells. Therefore, therapeutic modulation of this gene may be 
useful in the treatment of inflammatory and autoimmune diseases such as asthma, allergies, 
inflammatory bowel disease, lupus erythematosus, psoriasis, rheumatoid arthritis, and 

20 osteoarthritis. 

V. CG141643-01:RIKEN 2010001CC9 protein-like protein. 

Expression of gene CG141643-01 was assessed using the primer-probe set Ag5057, 
described in Table VA. Results of the RTQ-PCR runs are shown in Tables VB, VC and VD. 


Table VA . Probe Name Ag5057 


r " 

Primers 

jSequences 

Length 

Start 
Position 

SEQ ID No 

Forward 

|5 ' -gcgtccaggaaccttcttc-3 1 

7<r 

355 

324 "~ 

Probe 

TET-5' - 

actgggtcctgctggcactagctct- 
(3 1 -TAMRA 

25 

386 

- — • 

325 

Reverse 

|5 ' -caacggacaagagcaggtt-3 1 

19 {415 

326 


25 


Table VB . AI_comprehensive panelvl.O 
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Tissue Name 

Rel. Exp.(%) 
Ag5057, Run 
219965745 

Tissue Name 

Rel. Exp.(%) 
Ag5057, Run 
219965745 

110967 COPD-F 

7.0 

112427 Match Control 
Psoriasis-F 

80.7 

110980 COPD-F 

3.6 

112418 Psoriasis-M 

7.0 ; 

110968 COPD-M 

. 

12.7 

112723 Match Control 
Psoriasis-M 

5.0 

110977 COPD-M jo.O 

112419 Psoriasis-M 

8.8 

i 1 nacn t? i it U A i \ 1 1 2424 Match Control 

1 10989 Emphysema-F ]30.1 jpsoriasis-M 

25.0 

110992 Emphysema-F : 

22.2 

1 1 2420 Psoriasis-M 

70.7 

110993 Emphysema-F | 

11.1 

112425 Match Control ? 4g 3 
Psoriasis-M i 

110994 Emphysema-F 

5.8 

104689 (MF) OA Bone- 
Backus 

7.0 

110995 Emphysema-F 

98.6 

104690 (MF) Adj 
"Normal" Bone-Backus 

8.1 

I ' " ' 
1 1 0996 Emphysema-F 

13.6 

104691 (MF) OA 
Synovium-Backus 

in 7 

1 1 0997 Asthma-M 

19.9 

1046927bA)OA 
Cartilage-Backus 

i 

11 1001 Asthma-F 

8.2 

104694 (BA) OA Bone- 
Backus 

7.7 

111002 Asthma-F 

21.3 

104695 (BA) Adj 
"Normal" Bone-Backus 

8.8 

111003 Atopic Asthma- 
F 

25.5 

104696 (BA) OA 
Synovium-Backus 

3.0 

111004 Atopic Asthma- 
F 

87.1 

104700 (SS) OA Bone- 
Backus 

6.8 

111005 Atopic Asthma- 
F 

32.1 

104701 (SS)Adj 
"Normal" Bone-Backus 

10.7 

111006 Atopic Asthma- 
F 

14.1 

104702 (SS) OA 
Synovium-Backus 

9.6 

111417 Allergy-M 

33.2 

117093 OA Cartilage 
Rep7 

5.0 

112347 Allergy-M 

10.7 

112672 OA Bone5 

20.9 

112349 Normal Lung-F 

25.3 

112673 OA Synoviums 

6.4 

112357 Normal Lung-F 

30.1 

112674 OA Synovial 
Fluid ceilsS 

14.1 

112354 Normal Lung- 
M 

17.2 

117100 OA Cartilage 
Rep 14 

8.0 

112374 Crohns'-F 

10.7 

112756 OA Bone9 

23.0 

112389 Match Control 
Crohns-F 

9.5 

112757 OA Synovium9 

3.3 

1 12375 Crohns-F 

14.2 

112758 OA Synovial 
Fluid Cells9 

11.0 
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11 2732 Match Control : 
Crohns-F _ ^ f 4 "' 

Tl2725C^^ 'Til .8 

1 17125 RA Cartilage 
Rep2 

113492 BoneVR/T" 

2.9 
27"5 

112387 Match Control ! ]03 
Crohns-M j 

1 io^yj oyiiOVlulTLi KA 

17 A 

1 12378 Crohns-M (7.4 
1 

113494 Syn Fluid Cells 
RA^ 

JO A 

1 i 2390 Match Controi j 4? g 
Crohns-M J 

1 13499 Cartilage4RA 

49.3 

1 12726 Crohns-M |32.3 

1 13500 Bone4RA ; 

51.8 

112731 Match Control : 
Crolins-M 

42.3 

i ijjui oynovjunw ka 

AS 1 
43. 1 

112380 Ulcer Col-F 

12.6 

113502 Syn Fluid Cells4 
RA 

1A A 

112734 Match Control 
Ulcer Col-F 

85.3 

113495 Cartilages RA 

13.8 

112384 Ulcer Col-F 

50.3 

1 13496 Bone3RA 

23.8 

1 12737 Match Control 
Ulcer Col-F 

16.7 

i ij^yf oynovjuiii-j 

ZZ.o 

* 

1123S6 Ulcer Col-F j2.6 

113498 Syn Fluid Cells3 
RA 


1 12738 Match Control ] 1ftft ft 
Ulcer Col-F i 

117106 Normal Cartilage 
Rep20 

6.3 

112381 Ulcer Col-M (3.5 

113663 Bone3 Normal 

5.8 

1 12735 Match Control 
^Ulcer Col-M 

112382 Ulcer Col-M 

24.1 

113664 Synovium3 
Normal 

7 5 

, , 

ufo^lsynnurdCellsS 
Normal 

7.1 

112394 Match Control L ? 
Ulcer Col-M j 

117107 Normal Cartilage 
Rep22 

2.7 

112383 Ulcer Col-M (23.2 

113667 Bone4 Normal 

8.2 

1 1 2736 Match Control I . . . 
Ulcer Col-M I 1 J 

113668 Synovium4 
Normal 

14.7 

1 12423 Psoriasis-F jll.5 

113669 Syn Fluid Cells4 
Normal 

19.2 


Table VC . General_screening_panel_vl .4 


Tissue Name 

Rel. Exp.(%) 
Ag5057, Run 
219514716 

Tissue Name 

Rel. Exp.(%) 
Ag5057, Run 
219514716 

Adipose 

6.5 

Renal ca. TK- 10 

ill. 

Melanoma* Hs688(A).T 

0.1 

Bladder 

12.9 

Melanoma* Hs688(B).T 

0.1 

~] 

Gastric ca. (liver met.) 
NCI-NS7 

43.2 

Melanoma* M14 

0.4 

(Gastric ca. KATO III 

100.0 

Melanoma* LOXIMVI 

0.2 

(Colon ca.SW-948 

21.9 

Melanoma* SK-MEL-5 

0.0 

1 

Colon ca. SW480 

1.2 
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Squamous eel! carcinoma 
SCC-4 

(Colon ca.* (SW480 met) 
|SW620 

0.4 

Te^ti^ Pool 

6.8 jColon ca. HT29 

24.3 

Prostate ca * (bone meO 
PC-3 

0.5 

Colon ca. HCT-116 

53.2 

Prostate Pool 

2.1 

Colon ca. CaCo-2 

26.2 

Placenta 

0.3 ! 

Colon cancer tissue 

33.2 

Uterus Pool 

0.1 jColonca. SW1116 

14.1 

{Ovarian ca. OVCAR-3 

1.7 JColon ca. Colo-205 

29.5 

jOvarian ca. SK-OV-3 

3.3 jColonca. SW-48 

25.3 

jOvarian ca. OVCAR-4 

22.1 jColon Pool 

0.5 

jOvarian ca. OVCAR-5 

24.1 (Small Intestine Pool 

1.5 

[Ovarian ca. IGROV-1 

1 .0 jStomach Pool 

1.0 

. ... 

jOvarian ca. OVCAR-8 

0.4 }Bone Marrow Pool 



, . J.: it— 1 

jOvary 

0.8 j-Fetal Heart 

0,1 

jBreast ca. MCF-7_ Jl7.3 ^J*?***?™ 1 


[Breast cTMDA^fB-B 1 " fo.5 jLymph Node Pool 

1.0 

(Breast ca. BT 549 |0.5 jFetal Skeletal Muscle 

0.1 

[Breast ca. T47D ]5 1 . 1 {Skeletal Muscle Pool 

o.i "'" ;. 

[Breast ca. MDA-N |0.4 jSpleen Pool 

0.4 

jBreast Pool 

1.2 

Thymus Pool 

1.8 

Trachea 

4.7 

CNS cancer (elio/astro) 
US7-MG 

0.8 

Lung 

0.9 

CNS cancer (glio/astro) 
U-118-MG 

1.0 

Fetal Lung 

1.6 

CNS cancer (neuro;met) 
SK-N-AS 

0.5 

Lungca. NCI-N417 

0.2 

CNS cancer (astro) SF- 
539 

0.5 

Lung ca. LX-1 

30.4 

CNS cancer (astro) SNB- 
75 

0.6 

Lungca. NCI-H146 

9.7 

CNS cancer (glio) SNB- 
19 

0.9 

Lung ca. SHP-77 

0.3 

CNS cancer (glio) SF-295|2.9 

Lung ca. A549 

0.9 

Brain (Amygdala) Pool 

0.2 

Lungca. NCI-H526 

6.3 

Brain (cerebellum) 

0.9 

Lungca. NCI-H23 

1.3 

Brain (fetal) 

0.8 

Lung ca. NCI-H460 

LI 

Brain (Hippocampus) 
Pool 

0.2 

Lung ca. HOP-62 

0.7 

Cerebral Cortex Pool 

02 

Lungca. NCI-H522 

0.9 

Brain (Substantia nigra) 
Pool 

0.2 

Liver 

0.7 

Brain (Thalamus) Pool {0.3 

Fetal Liver 

1.4 

Brain (whole) |0.2 

Liver ca. HepG2 

1.0 

Spinal Cord Pool ^]03 
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Kidney Pool 

0.9 

Adrenal Gland (0.8 

Fetal Kidney 

1.0 

Pituitary gland Pool jl.3 

Renal ca. 786-0 

0.5 

Salivary Gland |1.4 

Renal ca. A498^_ ^ 

0.Jl_ 

Thyroid (female) _ J2JI 

Renal ca~ACHN 

0.5 

Pancreatic ca7cAPAN2 j40.3 

Renal ca. UO-31 

0.5 

Pancreas Pool |3.3 


Table VP. Panel 4. ID 


Tissue Name 

Re). Exp.(%) 
Ag5057, Run 
220366655 

Tissue Name 

Rel. Exp.(%) 
Ag5057, Run 
220366655 

Second ary Thl act 

14.0 

HUVEC IL-lbeta 

3.8 

Secondary Th2 act )l5.8 

HUVEC IFN gamma 

9.7 

_ . ' t . i . . iHUVEC TNF alpha + 1 FN 
Secondary Tr 1 act ; 1 .4 L«.„ m « 

]gamma 

6.7 

Secondary Thl rest 

3.8 [HUVEC TNF alpha + IL4 

2.4 

Secondary Th2 rest 

5.3 |HUVEC IL-11 

2.3 

Secondary Trl rest 

1 0.2 jLung Microvascular EC none 

17.1 

Primary Thl act 

9 ^ jLung Microvascular EC 
1,5 ]WaIpha + IL-lbeta 

4.9 

Primary Th2 act 

Microvascular Dermal EC 

5.2 \ 

mone 

0.0 

Primary Trl act 
Primary Thl rest 

9.7 
14.5 

Micros vasular Dermal EC 
TNFalpha* IL-lbeta 

Bronchial epithelium 
TNFalpha + IL1 beta 

4.4 
24.3 

'Primary Th2 rest 

0.0 

Small airway epithelium none j 19.9 

Primary Trl rest 

8.3 

Small airway epithelium j lnft ft 
TNFalpha + IL-lbeta S 1UU ' U 

CD45RACD4 ~ 1 
lymphocyte act | 

Coronery artery SMC rest 

0.9 

CD45ROCD4 | 3 
lymphocyte act j 

Coronery artery SMC 
TNFalpha* IL-lbeta 

0.0 

CDS lymphocyte act 

17.3 

Astrocytes rest 

4.2 

Secondary CDS 
lymphocyte rest 

Secondary CDS 
lymphocyte act 

5.6 

Astrocytes TNFalpha + IL- 
lbeta 

7.1 

15.1 

KU-812 (Basophil) rest 

0.0 

CD4 lymphocyte none 

5.0 

KU-8 12 (Basophil) 
PMA/ionomycin 

3.2 

2ryThl/Th2/Trl anti- 
CD95 CH11 

7.3 

CCD1 106 (Keratinocytes) 
none 

53.2 

LAK cells rest 

15.8 

CCD1 106 (Keratinocytes) 
TNFalpha + IL-lbeta 

59.0 

LAK cells IL-2 

27.4 

Liver cirrhosis 

27.9^ 

LAK cells IL-2+IL-12 

7.7 

NCI-H292none 

33* " ~' 
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LAK cells IL-2+IFN 
gamma 

9.6 

NC1-H292 IL-4 

11.8 

LAK cells IL-2+IL- 18 j 

6.3 

NC1-H292 1L-9 

3.7~ 

LAK cells 
PMA/ionomycin 

6.0 

NCI-H292 IL-13 

10.0 

■v iff If yr a . 

NK Cells IL-2 rest 

20.2 

NCI-H292 IFN gamma 

20.3 

Two Way MLR 3 day 

12.2 

HPAEC none 

3.2 

Two Way MLR 5 day 

7.7 

HPAEC TNF alpha + IL-1 
beta 

9.4 

Two Way MLR 7 day 

4.4 

Lung fibroblast none 

2.5 

PBMC rest 

2.4 

Lung fibroblast TNF alpha + 
IL-l beta 

4.0 

PBMC PWM 

11.2 

Lung fibroblast IL-4 

4.3 

PBMC PHA-L 


Lung fibroblast IL-9 

7.1 

Ramos (B cell) none 

5.8 

Lung fibroblast IL-13 

4.0 

Ramos (B cell) ionomycin 

oo 

Lung fibroblast IFN gamma 

2.7 

R lvmnhnrvtf»<; PWM 

4.2 

Dermal fibroblast CCD1070 
rest 

4.5 

B lymphocytes CD40L 
and IL-4 

9.5 

Dermal fibroblast CCD1070 \ 
TNF alpha 

8.8 

— . m 

EOL-1 dbcAMP 

5.0 

Dermal fibroblast CCD1070 

Tl -1 hfta 

1 L/ 1 UCLU 

2.2 



POr -1 HhrAMP 
CUL* 1 UOC/-\.lvin 

PMA/ionomycin 

0.0 

Dermal fibroblast IFN gamma 

0.5 

Dendritic cells none 

17.8 

Dermal fibroblast IL-4 

2-4 

Dendritic cells LPS 


Dermal Fibroblasts rest 

2.8 

Dendritic cells anti-CD40 

5.6 " ' " 

^ieutrophi Is TNFa+LPS 

5.4 

Monocytes rest 

7.6 

Neutrophils rest 

2.3 

Monocytes LPS 

13.2 

Colon 

39.2 

Macrophages rest 

23.7 

|Lung 

16.5 

Macrophages LPS 

*2™ 

Thymus 

19.1 

HUVECnone 

9.3 jKidney 

44.8 

HUVECltarved 

|13.8 




AI_comprehensive paneljvl.O Summary: Ag5057 Highest expression of this 
gene is detected in a matched control for ulcerative colitis (CT=30.2). This gene shows a 
ubiquitous expression with moderate to low levels of expression in normal and diseased 


lung (COPD, emphysema and asthma), normal and diseased colon (Crohn's and ulcerative 
5 colitis), psoriasis, bone, cartilage, synovium and synovial fluids from normal and patients 
suffering from orthoarthritis and rheumatoid arthritis. Therefore, therapeutic modulation of 
this gene may be useful in the treatment of autoimmune and inflammatory diseases such as 
asthma, allergies, inflammatory bowel disease, lupus erythematosus, psoriasis, rheumatoid 
arthritis, and osteoarthritis. 
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General_screening_panel_vl.4 Summary: Ag5057 This gene is expressed at a 
high to moderate level in pancreatic, gastric, colon cancer and some breast and ovarian 
cancer cell line with the highest expression seen in a gastric cancer cell line (KATO III, 
CT=26.33). It is also expressed at a low level in lung, CNS and prostate cancer cell lines as 
5 well as most of the normal tissues on this panel Hence it may be used as a marker to 

differentiate cancer cells from normal tissue and therapeutic modulation of the gene product 
can be used for the treatment of these cancers. 

In addition, low levels of expression of this gene is also seen in some regions of 
central nervous system including fetal brain, cerebellum, thalamus and spinal cord. 
10 Therefore, therapeutic modulation of this gene product may be useful in the treatment of 
central nervous system disorders such as Alzheimer's disease, Parkinson's disease, epilepsy, 
multiple sclerosis, schizophrenia and depression. 

Among tissues with metabolic or endocrine function, this gene is expressed at low 
levels in pancreas, adipose, adrenal gland, thyroid, pituitary gland, liver and the 
15 gastrointestinal tract. Therefore, therapeutic modulation of the activity of this gene may 
prove useful in the treatment of endocrine/metabolically related diseases, such as obesity 
and diabetes. 

Panel 4.1D Summary: Ag5057 Highest expression of this gene is detected in TNF 
alpha and IL-1 beta treated small airway epithelium (CT=31.7). Expression of this gene is 
20 enhanced in cytokine treated small airway epithelium as compared to the resting cells 

(CT=34). Therefore, modulation of the expression or activity of the protein encoded by this 
transcript through the application of small molecule therapeutics may be useful in the 
treatment of asthma, COPD, and emphysema. 

Moderate to low levels of expression of this gene is also seen in activated secondary 
25 polarized T cells, activated memory T cells, CDS lymphocytes, resting and IL-2 treated 

LAK cells, IL-2 treated NK cells, dendritic cells, resting macrophage, activated monocytes, 
starved HU VEC cells, activated bronchial epithelium, keratinocytes, liver cirrhosis, 
activated NCI-H292 cells, and normal tissues represented by colon, lung, thymus and 
kidney. Therefore, therapeutic modulation of this gene may be useful in the treatment of 
30 autoimmune and inflammatory diseases such as asthma, allergies, inflammatory bowel 
disease, lupus erythematosus, psoriasis, rheumatoid arthritis, and osteoarthritis. 
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W. CG142003-01: Plasma Protease CI Inhibitor Precursor Protein-like 
Protein. 

Expression of gene CGI 42003-01 was assessed using the primer-probe set Ag5686, 
described in Table WA. Note that CG142003-01 represents a full-length physical clone. 

5 Table WA . Probe Name Ag5686 


Primers jSequences jLength jposition 

SEQ ID No 

Forward Is ♦ -catcgcagaaacctgaagatc- L j lg? 

. i 3 ' . . .. . _ . . \ . i. . , 

327 

|tet-5'- j 

Probe Itaccactgatgaacccaccacacaac 126 
j-3'-TAMRA J 

225 

328 

Reverse g ] -cagccaccaaaataacagctaa- ^ 

251 

329 


AI_comprehensive panel_vl.O Summary: Ag5686 Expression of this gene is 
low/undetectable in all samples on this panel (CTs>35). 


General_screening_paneljvl.5 Summary: Ag5686 Expression of this gene is 
low/undetectable in all samples on this panel (CTs>35). 

10 Panel 4.1D Summary: Ag5686 Expression of this gene is low/undetectable in all 

samples on this panel (CTs>35). 

X. CG142023-01: 6230421 J19Rik protein-like protein 

Expression of gene CG142023-01 was assessed using the primer-probe set Ag7414, 
described in Table XA. 

1 5 Table XA . Probe Name Ag74 1 4 


Primers jSequences 

Length 

Start 
Position 

SEQ ID No 

Forward IS* -gaagagcatcgccaccat-3 ' 

18 

798 

330 _ 

iTET-5 ' - 

Probe Iccctgggctctatcatttactgtgt- 
]3 * -TAMRA 

25 

887 

331 
332 

Reverse j 5 ' *9 ctttct g9 tctccat 9 aactt ' 

22 

9~,6 


Y. CG142092-01: C4b-BINDING PROTEIN ALPHA CHAIN 
PRECURSOR PROTEIN-LIKE PROTEIN. 
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Expression of gene CGI 42092-01 was assessed using the primer-probe set Ag6869, 
described in Table YA. Results of the RTQ-PCR runs are shown in Tables YB and YC. 
Note that CGI 42092-01 represents a full-length physical clone. 


Table YA . Probe Name Ag6869 


Primers 

Sequences 

Length 

Start 
Position 

SEQ ID No 

Forward 

5 ' -tcacctacagctgtgaacaa-3 ' 

20 

585 

333 

Probe 

TET-5 ' - 

caggcaaaagactcatgcagtgtctcc 
- 3 ' - TAMRA 

27 

612 

334 

Reverse 

5 1 -ttttcacatcctctgggttt-3 ' 

20 |640 

335 


5 Table YB . General_screening_panel_vl.6 


Tissue Name 

Rel. Exp.(%) 
Ag6869, Run 
278387610 

Tissue Name 

ReJ. Exp.(%) 
Ag6869, Run 
278387610 

, n . rt ~ - . - T1 .... v „ ,. 

Adipose 

0.0 

Renal ca.TK-10 ;9.8 

Melanoma* Hs688(A).T 

0.0 

Bladder 

33.4 j 

Melanoma* Hs688(B).T 

0.0 

Gastric ca. (liver met.) 
NC1-N87 

0.0 

Melanoma* Ml 4 

0.0 

Gastric ca. KATO III 

0.0 

Melanoma* LOXIMVI 

0.0 

Colon ca. SW-948 j 

o.o • 

Melanoma* SK-MEL-5* ~ 

0.0 

Colon ca. SW480 '0.0 

Squamous cell carcinoma 
SCC-4 

(Colon ca.* (SW4S0 met) , 0 

uu ;sv/620 ; 

Testis Pool 

Prostate ca.* (bone met) 
PC-3 ^ 

0.0 
0.0 

Colon ca. HT29 
Colon ca. HCT-116 

0.0 
0.0 

Prostate Pool 

0.0 

Colon ca. CaCo-2 

9.1 

Placenta 

0.0 

Colon cancer tissue 

2.0 

Uterus Pool 

0.3 

Colon ca. SW1116 

0.0 

Ovarian ca. OVCAR-3 

0.0 jColon ca. Colo-205 

0.9 

Ovarian ca. SK-OV-3 

0.0 (Colon ca. SW-48 

0.0 

Ovarian ca. OVCAR-4 

0.0 jColon Poof 

0.0 

Ovarian ca. OVCAR-5 

2.8 (Small Intestine Pool |0.3 

Ovarian ca. IGROV-l 

0.0 (Stomach Pool jO.O 

Ovarian ca. OVCAR-8 

0.6 |Bone Marrow Pool 

0.0 

Ovary 

0.6 iFetal Heart 

0.0 

Breast ca. MCF-7 

0.0 jHeart Pool 

0.2 

Breast ca. MDA-MB-231 

0.0 jLymph Node Pool 

0.2 

Breast ca. BT 549 

0.6 [Fetal Skeletal Muscle 

0.5 

Breast ca. T47D 

fr.O [Skeletal Muscle Pool 

0.5 

Breast ca. MDA-N 

0.0 (Spleen Pool 

0.0 
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Breast Pool 

[0.3 


Thymus Pool 

0.3 

Trachea 

j0.6 


CNS cancer (glio/astro) 
U87-MG _ 

0.3 

Lung 

0.6 

CNS cancer (glio/astro) 
U-118-MG 

0.0 

pAtal T lino 
rcldl JLUllg 

2.4 


CNS cancer (neuro;met) 
SK-N-AS 

n o 

Lung ca. NC1-N417 

0.0 


CNS cancer (astro) SF- 
539 

0.0 

Lung ca. LX-1 

0.0 

CNS cancer (astro) SNB- 
75 

0.0 

Lungca. NCI-H146 

0.0 

CNS cancer (glio) SNB- 
19 

0.0 

Lung ca. SHP-77 

0.0 

CNS cancer (glio) SF-295 

0.0 

Lung ca. A549 

1.2 

Brain (Amygdala) Pool 

0.0 

Lung ca. NCI-H526 

0.0 

Brain (cerebellum) 

0.7 

Lung ca. NCI-H23 

0.0__ 


Brain (fetal) 

0.0 

Lung ca. NCI-H460 

0.0 


Brain (Hippocampus) 
Pool 

0.0 

jLung ca. ri\Jr'OZ 

1.3 

Cerebral Cortex Pool 

0 0 

Lung ca.NCI-H522 

0.0 


Brain (Substantia nigra) 
Pool 

0.3 

Liver 

mo~ 

jBrain (Thalamus) Pool 

0.2 

Fetal Liver 

5.8 

{Brain (whole) 

6.2 

Liver ca. HepG2 

16.2 

jSpinal Cord Pool 

0.0 

Kidney Pool 

0.4 


Adrenal Gland 

0.0 

Fetal Kidney 

0.2 

(Pituitary gland Pool 

0.0 

Renal ca. 786-0 

0.0 

jSalivary Gland 

0.0 

Renal ca. A498 

0.0 

jThyroid (female) 

0.0 

Renal ca. ACHN 

(K0 


Pancreatic ca. CAPAN2 

0.0 

Renal ca. UO-3 1 

0.0 '* " * 



Pancreas Pool 

1.1 


Table YC . Panel 4. ID 


Tissue Name 

Rel. Exp.(%) 
Ag6S69, Run 
310594482 

Tissue Name 

Rel. Exp.(%) 
Ag6869, Run 
310594482 

Secondary Thl act 

0.0 

HUVEC IL-lbeta 

0.0 

Secondary Th2 act 

0.0 

HUVEC IFN gamma 

0.0 

Secondary Trl act 

0.0 

HUVEC TNF alpha + IFN 
gamma 

0.0 

Secondary Thl rest 

0.0 

HUVEC TNF alpha + IL4 jO.O 

Secondary Th2 rest 

0.0 

HUVEC IL-1 1 

0.0 

Secondary Trl rest 

0.0 

Lung Microvascular EC none 

0.0 

Primary Thl act 

0.0 

Lung Microvascular EC 
TNFalpha+ IL-lbeta 

0.0 
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I 

Primary Th2 act io.O 

j 

Primary Trl act IO.O 

i 

Microvascular Dermal EC 
none 

Microsvasular Dermal EC 
TNFalpha + IL- lbeta 

AA 

0.0 
0.0 

■ ■ - ■ 

Primary Thl rest 

0.0 

Bronchial epithelium 
TNFalpha -ML1 beta 

0.0 

Primary Th2 rest 

0.0 

Small airway epithelium none 

0.0 

Primary Trl rest 

0.0 

Small airway epithelium 
TNFalpha + IL-1 beta 

0.0 

CD45RA CD4 
lymphocyte act 

0.0 

Coronery artery SMC rest 

0.0 

CD45RO CD4 
lymphocyte act 

0.0 

Coronery artery SMC 
TNFalpha +IL-1 beta 

0.0 

CD8 lymphocyte act 

0.0 

Astrocytes rest 

0.0 " 

Secondary CDS 
lymphocyte rest 

0.0 

Astrocytes TNFalpha + IL- 
Ibeta 

0.0 

Secondary CDS 
lymphocyte act 

0.0 

KU-812 (Basophil) rest ^0.0 

CD4 lymphocyte none iO.O 

KU-S12 (Basophil) L Q 
PMA/ionomycin j 

2ry Thl/Th2/Trl anti- j 
CD95CH11 | U,U 

CCD 1 1 06 (Keratinocytes) j Q Q 
none ] 

LAK cells rest !o.O 

i 

CCD 1 1 06 (Keratinocytes) L Q 
TNFalpha +IL-1 beta j 

LAK cells IL-2 jO.O (Liver cirrhosis jlOO.O 

LAK cells IL-2+1L- 12 jO.O ;lNCI-H292 none iO.O 

LAK cells IL-2+IFN 
gamma 

0.0 ;NCI-H292 IL-4 |0.0 

LAK cells IL-2-HL-1S 

0.0 

NCI-H292 IL-9 

0.0 

LAK cells 
PMA/ionomycin 

0.0 

o.cf~~' 

NCI-H292 IL-13 
NCI-H29T1fN 

0.0 

NK Celjs IL : 2 rest 

o.o " "**" 

Two Way MLR 3 day" 

0.0 

HPAEC none 

0.0 

Two Way MLR 5 day 

0.0 

HPAECTNF alpha + IL-1 
beta 

0.0 

Two Way MLR 7 day 

0.0 

Lung fibroblast none 

0.0 

PBMC rest 

0.0 

Lung fibroblast TNF alpha + 
IL-1 beta 

0.0 

PBMC PWM 

0.0 

Lung fibroblast IL-4 

0.0 

PBMC PHA-L 

0.0 

Lung fibroblast IL-9 

0.0 

Ramos (B cell) none jO.O 

Lung fibroblast IL-13 

0.0 

Ramos (B cell) ionomycin |0.0 

Lung fibroblast IFN gamma jO.O 

B lymphocytes PWM 

0.0 

Dermal fibroblast CCD 1070 L Q 
rest j 

B lymphocytes CD40L 
and IL-4 

0.0 

Dermal fibroblast CCD1070 L Q 
TNFalpha j * 
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1 

EOL-1 dbcAMP jO.O 

Dermal fibroblast CCD1 0 /0 u 0 
IT -1 beta f 

EOL-1 dbcAMP 1 
PMA/ionomycin \ 

Dermal fibroblast IFN gamma jo.O 

J 

Dendritic cells none jO.O 

Dermal fibroblast IL-4 ]0.0 

Dendritic cells LPS ,0.0 

Dermal Fibroblasts rest jO.O 

Dendritic cells anti-CD40 0.6 

Neutrophils TNFa+LPS JO.O 

Monocytes rest {0.0 

Neutrophils rest jO.O 

Monocytes LPS jo.O 

Colon {1.8 

Macrophages rest =0.0 

Lung j23.7 

Macrophages LPS jO.O 

Thymus }0.0 

HUVEC none jO.O 

Kidney JO.O 

HUVEC starved jO.O 

\ 


General_screening_pane!_vl.6 Summary: Ag6869 Highest expression of this 
gene is seen in liver (CT=30). In addition, this gene is expressed at much higher levels in 
adult liver when compared to expression in the fetal counterpart (CT=34). Thus, expression 
of this gene may be used to differentiate between the fetal and adult source of this tissue. 


5 Low but significant levels of expression are also seen in cancer cell lines derived from liver, 
renal, and colon cancers, as well as in normal bladder and whole brain. This gene encodes a 
protein with homology to C4BP, a regulatory protein synthesized by the liver that is 
involved in the regulation of the classical pathway of complement and the natural 
anticoagulant pathway. Thus, the restricted pattern of expression of this protein, with 
10 highest expression in the liver, is consistent with the its characterization as a novel C4BP. 

Panel 4.1D Summary: Ag6869 Low expression of this gene is exclusively seen in 
liver cirrhosis sample (CT=34). The putative C4b-binding protein encoded for by this gene 
could potentially allow cells within the liver to respond to specific microenvironmental 
signals. Therefore, therapeutic modulation of this gene through the use of antibodies or 
15 small molecule drug may potentially modulate liver function and play a role in the 

identification and treatment of inflammatory or autoimmune diseases which effect the liver 
including liver cirrhosis and fibrosis. 

Z. CG142092-02: C4b-binding protein alpha-chain precursor 
protein-like protein. 

20 Expression of gene CGI 42092-02 was assessed using the primer-probe set Ag7037, 

described in Table ZA. Results of the RTQ-PCR runs are shown in Tables ZB and ZC. 

Table ZA . Probe Name Ag7037 
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Primers 

jSequences 

Length 

Start 
Position 

jsEQ ID No 

Forward 

5 1 -gctgttcagaaggctgtgaac-3 ■ 

21 

554 

J336 ^ 

Probe 

jTET-5 ' - 

acaggcaaaagactcatgcagtgtctcc 
j-3 1 - T AMR A 

28 

583 

|337 

Reverse 

js • -ggccattttcacatcctctg-3 ' 

20 

617 

1338 


Table ZB . CNS_neurodegeneration_vl.O 


Tissue Name 

Rel Exp.(%) 
Ag7037, Run 
282263012 

! 

i issue naiTic 

Rel. Exp.(%) 

Ao7ft^7 Pun 

282263012 

AD 1 Hippo 

0.0 

|v_oniroi {rain) j 
[Temporal Ctx 

0.0 

AD 2 Hippo 

7.5 

f VwOniroi \ralYl) H 

(Temporal Ctx 

37.9 

iAD 3 Hippo 


IaH 1 Orrimta! Ptv 

^r\Ly 1 VyCwLJllal v-/ LA 

\J.O 

jAD 4 Hippo 

0.0 

jAD 2 Occipital Ctx 

0.0 

SAD 5 hippo 

63.3 


0 0 

AD 6 Hippo 

46.7 

IAD A Orrmitnl Ptv 

0 ft 

Control 2 Hippo 

0.0 

iAD 5 Occipital Ctx 

4.1 

Control 4 Hippo 

2.8 

AD 6 Occipital Ctx 

1 O A 

Control (Path) 3 Hippo |l3.0 

Control 1 Occipital Ctx 

4.4 

AD 1 Temporal Ctx 

12.1.6 

Control 2 Occipital Ctx 

29.9 

AD 2 Temporal Ctx 

[1K7 - — 

Control 3 Occipital Ctx 

11.0 

AD 3 Temporal Ctx 

0.0 

Control 4 Occipital Ctx 

16.2 

AD 4 Temporal Ctx 

21.3 

Control (Path) 1 
Occipital Ctx 

40.3 

AD 5 Inf Temporal Ctx 

59.9 

Control (Path) 2 
Occipital Ctx 

15.2 

AD 5 SupTemporal Ctx 

28.9 

Control (Path) 3 
Occipital Ctx 

0.0 

AD 6 Inf Temporal Ctx 

49.0 

Control (Path) 4 
Occipital Ctx 

14.9 

AD 6 Sup Temporal 
Ctx 

45.4 

Control 1 Parietal Ctx 

16.7 

Control 1 Temporal Ctx 

0.0 

Control 2 Parietal Ctx 

35.8 

Control 2 Temporal Ctx 

35.6 

Control 3 Parietal Ctx 

12.2 

Control 3 Temporal Ctx 

24.7 

Control (Path) 1 
Parietal Ctx 

37.6 

Control 4 Temporal Ctx 

4.3 

Control (Path) 2 
Parietal Ctx 

4.9 

Control (Path) 1 
Temporal Ctx 

6.9 

Control (Path) 3 
Parietal Ctx 

0.0 

Control (Path) 2 
Temporal Ctx 

100.0 

Control (Path) 4 
Parietal Ctx 

14.4 
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Table ZC. Panel 4. ID 


Tissue Name 

iRel. Exp.(%) 
]Ag7037, Run 
1282263188 

1 

! 

jTissue Name 

|Rel Exp.(%) 
|Ag7037, Run 
1282263188 

Secondary Thl act 

_ jo.o 

iHUVECIL-lbeta 

f 0 .i : 

Secondary Th2 act 

" {0.0 

{HUVECIFNgamma 

{0.3 

Secondary Trl act 

jo.o 

jHUVEC TNF alpha +IFN 

Jgamma 

jo. 

Secondary Thl rest 

~T J Q ;° IZZIIZ, 

IHUVEC TNF alpha +JL4 _ 

10.1 

Secondary Th2 rest 

~foir 

IhuvecTl-IT^ 

fq.o 

Secondary Trl rest 

JO.O 

|Lung Microvascular EC none j0,3 


D . TU1 t L A jLung Microvascular EC 
PnmaryThlact jO.O iTWalpha* IL-lbeta J 

0.2 

Primary TlTart ~" £.3 [Microvascular Dermal EC 
' ; ;none 

0.0 

i uindi y in aci 

jMicrosvasular Dermal EC 
U * U |TNFalpha + lL-lbeta 

0.0 

*" ■ 

riimaiy in j rest 

n 'Bronchial epithelium 
V '° jTNFalpha + ILlbeta 

0.0 

Primary Th2 rest 

OX) (Small airway epithelium none 

0.0 

Primary Trl rest 

0.0 

Small airway epithelium 
TNFalpha + IL-lbeta 

0.0 

CD45RA CD4 
lymphocyte act 

0.0 

Coronery artery SMC rest 

0.0 

CD45RO CD4 
lymphocyte act 

0.0 

Coronery artery SMC 
TNFalpha + IL-lbeta 

0.0 

CDS lymphocyte act 

0.0 

Astrocytes rest 

0.0 

Secondary CDS 
lymphocyte rest 

0.0 

Astrocytes TNFalpha + IL- 
Ibeta 

0.0 

Secondary CDS 
lymphocyte act 

0.0 

KU-S 12 (Basophil) rest 

0.0 

CD4 lymphocyte none 

0.0 

KU-S 12 (Basophil) 
PMA/ionomycin 

0.0 

2ryThl/Th2/Trl anti- 
CD95 CH11 

0.0 

CCD1 106 (Keratinocytes) 
none 

0.0 

LAK cells rest 

0.0 

CCD1 106 (Keratinocytes) 
TNFalpha+IL-lbeta 

0.0 

LAK cells IL-2 1 

0.0 

Liver cirrhosis 

100.0 

LAK cells IL-2+IL- 12 

0.0 

NC1-H292 none 

0.0 

LAK cells IL-2+IFN 
gamma 

0.0 

NCI-H292 IL-4 

0.0 

LAK cells IL-2+ IL-1S 

0.0 

NC1-H292 IL-9 

0.0 

LAK cells 
PMA/ionomycin 

0.0 

i 

NCI-H292IL-13 jO.O 

NK Cells IL-2 rest 

0.0 

NCI-H292 I FN gamma |0.2 

Two Way MLR 3 day 

0.0 

HPAEC none jO.O 
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* — ■ — ■— 1 ■ '■ - 

Two Way MLR 5 day jo.O 

HPAECTNF alpha + IL-1 | 
beta I 0 " 5 

[Two Way MLR 7 day ;6.6 

Lung fibroblast none j6.0 

i i 
PBMC rest jO.O 

; . _ J 

Lung fibroblast TNF alpha + \ Q0 
IL-1 beta j 

jPBMC PWM |0.0 

Lung fibroblast IL-4 ]0.0 

jPBMC PHA-L 

0.0 

Lung fibroblast IL-9 JO.O 

jRamos (B ceil) none 

0.0 

Lung fibroblast IL-1 3 |0.2 

jRamos (B cell) ionomycin 

0.0 {Lung fibroblast IFN gamma jO.O 

B lymphocytes PWM 

0.0 

DermarfibroblastCCD1070 L ] 
rest j 

B lymphocytes CD40L 
and IL-4 

0.1 

Dermal fibroblast CCD1070 L 0 
TNF alpha j 

EOL-1 dbcAMP 

0.0 

Dermal fibroblast CCD1070 
IL-1 beta 

0.0 

EOL-l" dbcAM? 
|PMA/ionomycin 

0.0 jDermal fibroblast IFN gamma 

0.1 

Dendritic cells none 

0.0 jDermal fibroblast IL-4 jO.O 

•Dendritic cells LPS 

0.0 

Dermal Fibroblasts rest (0.0 

Dendritic cells anti-CD40 

0.0 

Neutrophils TNFa+LPS |l.7 

[Monocytes rest 

0.0 

Neutrophils rest |0.2 

Monocytes LPS 

0.0 [Colon JO.O 

'Macrophages rest 

0.0 (Lung J 16.4 

Macrophages LPS 
HUVEC none 

0.0 {Thymus 
0.0 jKidney 

0.0_ 
OA 

|HUVECstarved jo.O J 

- 


CNS_neurodegeneration_vl.O Summary: Ag7037 This gene is expressed at low 
levels in the CNS. Therefore, therapeutic modulation of the expression or function of this 
gene may be useful in the treatment of neurological disorders, such as Alzheimer's disease, 
Parkinson's disease, schizophrenia, multiple sclerosis, stroke and epilepsy. 


5 Panel 4.1D Summary: Ag7037 Highest expression of this gene is seen in liver 

cirrhosis (CT=29.6>. Thus, expression of this gene could be used to differentiate between 
this sample and other samples on this panel and as a marker of this condition. Furthermore, 
therapeutic modulation of the expression or function of this gene may reduce or inhibit 
fibrosis that occurs in liver cirrhosis. 

10 AA. CG142092-03: C4b-binding protein alpha chain precursor 

protein-Kike protein. 

Expression of gene CGI 42092-03 was assessed using the primer-probe set Ag7668, 
described in Table AAA. 
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Table AAA . Probe Name Ag7668 


Primers 

Sequences 

Length 

Start 
Position 

SEQ ID No 

Forward 

5 1 - tgtggtcctccacccact-3 1 , 

IS 

286 

339 


TET- 5 • - 




Probe 

tctcagtcaacgtaatatccatcggggc 
a- 3' -TAMRA 

29 

315 

340 

Reverse 

■ 

5 '~ 

gttcaatttccagagtagttccagt-3 ' 

25 

h 

341 


CNS_neurodegeneration_vl.0 Summary: Ag7668 Expression of this gene is 
low/imdetectable (CTs > 35) across all of the samples on this panel (data not shown). 


Panel 4.1D Summary: Ag7668 Expression of this gene is low/undetectable (CTs > 
5 35) across all of the samples on this panel (data not shown). 

AB. CG51117-03, CG51117-05, CG51117-06 and CG51117-07: 
Nephronectin-Iike Protein 

Expression of gene CG5 1 1 1 7-03, CG5 1 1 1 7-05, and CG5 1 1 1 7-06 was assessed 
using the primer-probe sets Ag2505, Ag2667, Ag2767, Ag2831, Ag51 13, Ag5l24 and 
10 Ag7237, described in Tables ABA, ABB, ABC, ABD, ABE, ABF and ABG. Results of the 
RTQ-PCR runs are shown in Tables ABR ABI, ABJ, ABK, ABL, ABM, ABN, ABO, 
ABP. ABQ, ABR and ABS. Note that Ag5 1 1 3 is specific for CG5 1 1 1 7-07 variant, and 
Ag5124 is specific for CG51 1 17-06 variant. 


Table ABA. Probe Name As2505 




Primers 

Sequences 

Length 

Start 
Position 

SEQ ID No 

Forward 

5 ■ -aaagaaggataccagggtgatg- 
3 . 

... 

;22 

1113 

342 

Probe 

TET- 5 1 - 

atgattgaaccttcaggtccaattca 
-3 ' -TAMRA 

26 

1164 

343 

Reverse 

5 ' -ggtaccatttccctttggtaca- 
3 ' 

22 

1190 

344 

Table ABB. Probe Name A&2667 




Primers 

Sequences 

Length j 

Start ' 
Position 

SEQ ID No 

Forward j 5 ' -9cagagaatagccaggataagg- 

P 1 . 

22 ] 

434 j 

345 

Probe 

TET- 5 1 - 

caaccacgatgcaaacatggtgaat- 
3 ' -TAMRA 

i 

477 

346 


410 


WO 2003/023008 


PCTYUS2002/028596 


|Reverse 15 ' -cacttgtttggcccgatac-3 * jl9 j502 _ |347 


Table ABC . Probe Name Ag2767 


Primers 

Sequences 

Length 

Start 
Position 

SEQ ID No 

Forvvard 

5 1 -gcagagaatagccaggataagg- 
3 ' 

22 

434 

348 

Probe 

TET- 5 1 - 

caaccacgatgcaaacatggtgaat- 
3 ' -TAMRA 

25 

477 

t 

349 

Reverse 

5 » -cacttgtttggcccgatac-3 1 

19 

1502 | 

350 

Table ABD. Probe Name Ag283 1 

Primers 

Sequences 

Length 

jStart 
jPosition 

SEQ ID No 

Forward 

5 • -gcagagaatagccaggataagg- 
3' 

22 

|434 

351 

Probe 

TET- 5 1 - 

caaccacgatgcaaacatggtgaat- 
3 ■ - TAMRA 

25 


477 

352 

Reverse 

5 ' -cacttgtttggcccgatac-3 1 

*19 

l 502 . 

353 


Table ABE . Probe Name Ag51 13 


Primers 

Sequences 

Length 

Start 
Position 

SEQ ID No 

Forward 

5 1 -gtcagcctgtgtgccaa-3 1 

17 

412 

354 

Probe 

TET- 5 ' - 

ccaaacaagtgcaagtgtcatcctgg 
-3 ' -TAMRA 

26 

i 

459 ]355 

j 

Reverse 

5' -gggatgtgctcgtcttga-3 ' 

18 

506_ _ 

2 5 JL -J 

Table ABF. Probe Name As5 124 




Primers 

Sequences 

Length 

Start 
Position 

SEQ ID No 

Forvvard 

5 ' -aggataaggtgccagctca-3 1 

19 

447 

357 

Probe 

TET- 5 1 - 

ccaaacaagtgcaagtgtcatcctgg 
-3 1 -TAMRA 

26 

510 

358 

Reverse 

5 1 -gggatgtgctcgtcttga-3 ' |l8 

557" 

359 

Table ABG. Probe Name As7237 




Primers jSequences 
1 

Length 

Start 
Position 

jSEQ ED No 

Forward { 

5 1 -gtgttcattccacggcaac-3 ■ 

19 

1539 

360 _ 
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Probe 

TET-5 ' - 

catcgtctgcactgactcctctttcta 
-3 1 -TAMRA 

27 Jl58S 

361 

Reverse j 5 ' -9 t 9 tacca 9aacacctggatca- 

22 Jl625 

362 


Table ABH , AI_coniprehensive panel_vl.0 


Tissue Name 

Rel. Exp.(%) 
Ag2505, Run 
248588456 

Rel. Exp.(%) 
Ag2831, Run 
244570250 

Tissue Name 

Rel. Exp.(%) 
Ag2505,Run i 
248588456 

Rel. Exp.(%) 
Ag2831,Run 
244570250 

110967 COPD-F 

15.3 

9.3 

1 12427 Match 
Control Psoriasis- 
r 

16.7 ' 

18.9 

110980 COPD-F 

11.8 

7.0 

112418 Psoriasis- 
M 

14.0 

13.9 

110968 COPD- 
M 

8.9 

5.8 

112723 Match 
Control Psoriasis- 
M 

0.2 

0.2 

110977 COPD- 
M 

28.1 

14.1 

112419 Psoriasis- 
M 

18.2 

8.7 

110989 

Emphysema-F 

9.6 

12.2 

112424 Match 
Control Psoriasis- 

lVl 

6.8 

6.7 

Emphysema-F 
110993 

Emphysema-F 

1.9 

4.1 

112420 Psoriasis- 
M 

13.9 

15.5 

7.7 

• 

9.3 

1 1242s Match 
Control Psoriasis- 
M 

13.6 

16.6 

1 10994 

Emphysema-F 

— "" ■' — — '■• — 

5.2 

4.1 

i04ooy (Mr) UA 
Bone-Backus 

r — 

25.3 

38.4 

110995 

Emphysema-F 

3.6 

4.3 

"Norma!" Bone- 
Baclais 

27.9 

21.2 

t 10996 
Emphysema-F 

0.4 

0.2 

104691 (MF) OA 

Synovium- 

Backus 

2.9 

3.0 

110997 Asthma- 
Ed 

4.6 

3.0 

104692 (BA) OA 
Cartilage-Backus 

0.0 

0.0 

111001 Asthma- 
F 

2.3 

5.0 

104694 (BA) OA 
Bone-Backus 

5.8 

18.7 

111002 Asthma- 
F 

3.5 

7.2 

104695 (BA) Adj 
"Normal" Bone- 
Backus 

14.1 

19.8 

111003 Atopic 
Asthma-F 

22.5 

22.2 

104696 (BA) OA 
Synovi urn- 
Backus 

2.3 

3.6 

111004 Atopic 
Asthma-F 

10.4 

11.4 

104700 (SS) OA 
Bone-Backus 

28.9 

22.4 
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11 1005 Atopic 
Asthma-F 

7.3 

9.4 

104701 (SS) Adj 
"Normal" Bone- 
Backus 

i 

L j. j 

1 9 7 
1 o. / 

111006 Atopic 
Asthma-F 

1.6 

1.4 

104702 (SS)OA 
Synovi urn- 
Backus 

1 1 *7 

i 

i 1 
/. 1 

111417 Allergy- 
M 

5.1 

2.8 

1 1 7093 OA 
Cartilage Rep7 

7.5 

7.5 

112347 Allergy- 
M 

1.4 

0.2 

1 12672 OA 
Bone5 

19.2 

17.2 

1 12349 Normal 
Lung-F 

0.7 

0.2 

1 1 2673 OA 
Synovium5 

6.4 

3.8 

112357 Normal 
Lung-F 

7.1 

6.4 

112674 OA 
Synovial Fluid 
cells5 _ 

6.8 

_ 

4.2 

112354 Normal 
Lung-M 

7.6 



6.0 

1 17100 OA 
Cartilage RepJ4 


2., 

112374 Crohns-F 

9.0 

3.2 

1 12756 OA 
Bone9 

26.4 |31.6 

U2389 Match 
Control Crohns-F 

11.2 

6.6 

112757 OA 
Synovium9 

2.8 

.... 

1 .3 

112375 Crohns-F 

10.2 

6.0 

112758 OA 
Synovial Fluid 
Cells9 

8.1 

r 

6.3 

112732 Match 
Control Crohns-F 

1.2 

2.1 

117125 RA 
Cartilage Kepi 

14.8 

9.2 

1 12725 Crohns- 1 
M 



0.9 

1.6 

113492 Bone2 
RA 

84.7 

47.0 

Tf2387 Match ~ 
Control Crolins- 
M 

11.4 

_ 

13.0 

113493 

Synovium2 RA 

40.9 

25.3 

1*12378 Crohns^ ' 
M 

1.3 

2.0 

Tl3494Syn Fluid 
uens KA 

61.1 

49.3 

112390 Match 
Control Crohns- 
M 

16.7 

4.3 

113499 
Cartilage4 RA 

90.1 

73.2 

112726 Crohns- 
M 

ivi 

21.8 

17.0 

113500 Bone4 
RA 

100.0 

100.0 

112731 Match 
Control Crohns- 
M _ 

15.3 

6.3 

113501 

Synovium4 RA 

71.2 

59.5 

n2380Ulcer'~"* 
Co!-F 

5.8 

^ 

Tl3502 Syn Fluid 
Cells4 RA 

48.6 

37.9 

112734 Match 
Control Ulcer 
Coi-F 

3.7 

5.0 

113495 

Cartilage3 RA 

77.9 

47.0 

112384 Ulcer 
Col-F 

19.2 

15.0 

113496 Bone3 
RA 

92.0 

41.8 


413 


WO 2003/023008 


PCT/US2002/028596 


112737 Match 
Control Ulcer 
Col-r 

13.5 

12.0 

113497 

Synovium3 RA 

53.6 

24.0 

112386 Ulcer 
Col-F 

8.4 

6.0 

113498 Syn Fluid 
Cells3 RA 

98.6 

57.0 

112738 Match 
Control Ulcer 
Col-F 

3.8 

i 

jl 17106 Normal 
Cartilage Rep20 

3.0 

1.6 

112381 Ulcer 
Col-M 

5.0 

jl 13663 Bone3 
' {Normal 

2.0 

0.7 

11 273 5 Match 
Control Ulcer 
Col-M 

9.7 

5.8 

113664 

Synovium3 

Normal 

0.5 

0.4 

112382 Ulcer 

V^OI-M 

11.7 

12.6 

113665 Syn Fluid 
Cells3 Normal 

117107 Normal 
Cartilage Rep22 

1.6 

1.4 

112394 Match 
Control Ulcer 
Col-M 

3.1 

3.4 

3.7 


112383 Ulcer 
Col-M 

5.1 

13.7 

113667 Bone4 
Normal 

4.3 

6.0 

112736 Match 
Control Ulcer 
Col-M 

5.0 

6.3 

113668 

Synovium4 

Normal 

9.1 

7.4 

112423 
Psoriasis-F 

14.0 

10.3 

113669 Syn Fluid 
Cells4 Normal 

6.6 

6.6 


Table ABI . CNS_neurodegeneration_vl.0 


Tissue Naine 

Rel. 

Exp.(%) 
Ag2505, 
Run 

208123723 

Rel. 

Exp.(%) 
Ag2505, 
Run 

224116291 

Rel. 

Exp.(%) 
Ag2667, 
Run 

206955569 

Rel. 

E.\p.(%) ! 

Ag2767, 

Run 

206985756 

Rel. 

Exp.(%) 
Ag2S31, 
Run 

208699692 

Rel. 

Exp.(%) 
Ag7237, 
Run 

296423778 

AD 1 Hippo 

14.1 

19.1 

42.9 (27.4 

29.1 

11.7 

AD 2 Hippo i 529.3 

40.3 

58.2 {37.1 {56.3 

36.6 

AD 3 Hippo |5.1 

8.5 

9.0 (sTd 12^9 

7.8 

Jm '. 7W 

AD 4 Hippo fl0.4 

10.1 

13.4 ]21.2 ;8.8 

11.4 

AD 5 Hippo |43.8 

47.6 

52.1 \35A 
9S.6 100.0 

40.3 
79.0 

43.2 

AD 6 Hippo jlOO.O 

100.0 

100.0__ 

Control 2 
Hippo 

15.3 

19.6 

5.1 

19.6 

5.5 

" " 

11.0 

Control 4 
Hippo 

15.6 

21.0 

16.0 

15.2 

25.7 

32.8 

Control (Path) 
3 Hippo 

4.8 

5.8 

22.1 

1 


6.5 

AD 1 

Temporal Ctx 

21.5 

26.4 

40.9 

15.6 124.5 

i 

22.2 


414 


WO 2003/023008 


PCT/US2002/028596 


AD 2 

Temnoral Ctx 

1 vll IUUJ C41 %—> w k 

28.5 

27.9 j 

52.5 1 

27.0 184.7 

J 

35.8 

AD 3 

Temnnral Ctx 

9.3 

S.5 

13.4 

7.3 

3.2 

2.1 

AD 4 

Temnoral Ctx 

26.1 

35.1 

59.0 

18.2 

30.8 

29.1 

ADslnf ~" 
Temnoral Ctx 

28.9 

33.9 

39.5 

27.0 

49.3 

37.1 

AD 5 Sup 
Temnoral Ctx 

38.4 

40.6 

23.0 

17.2 

54.7 

45.7 

AD 6 Inf 
Temnoral Ctx 

83.5 

96.6 

100.0 

66.4 

100.0 

94.0 

AD 6 Sup 
Temporal Ctx 

70.7 

90.8 

99.3 

43.5 

62.4 

82.9 

Control 1 
Temporal Ctx 

4.2 

4.2 

17.3 

7.7 

3.1 

1.9 

Control 2 
l emporal ctx 

10.6 

14.0 

12.1 

« j 

18.6 

15.5 

Control 3 
Temporal Ctx 

3.1 

5.6 

0.0 

0.0 

3.6 

10.7 

Control 3 
Temporal Ctx 

6.5 

34.6 

12.5 


19.2 

16.6 

Control (Path) 
1 Temporal 
Crx_ 

18.0 

21.6 

43.2 

26.6 

19.3 

42.0 



21.9 
21.5 

cVntroKPath) 
2 Temporal 
ctx 

13.9 

22.1 

26.1 

42.3 

Control (Path) 
3 Temporal 
Ctx 

j. 2 

A O 

4.2 

A A 

7.0 

11 o 

1 l.o 

— — - 

4.6 

COnilOi (ratli; 
4 Temporal 
Ctx 

13.4 

15.3 

26.6 

21.9 

13.8 

19.6 

AD 1 Occipital 
Ctx 

13.4 

15.2 

27.9 

i 

!7.9 

! 

16.2 

13.5 

AD 2 Occipital 
Ctx (Missing) 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

AD 3 Occipital 
Ctx 

4.1 

5.8 

11.8 

0.0 

1 

9.9 

3.0 

AD 4 Occipital 
Ctx 

19.3 

23.2 

17.0 

9.0 

41.2 

27.4 

AD 5 Occipital 

Si _ 

17.8 

16.8 

39.5 

27.9 

17.6 

19.6 

AD 6 Occipital 
Ctx_ 

29.3 

43.8 

30.8 

25.5 

13.2 

32.8 

Control 1 
Occipital Ctx 

4.0 

3.0 

14.0 

0.0 

13.0 

2.8 
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Control 2 j „ 
Occipital Ctx f ' 

Control 3 ^ 
Occipital Ctx i 

25.3 
7.3 

2.3 | 
28.7 | 

29.1 
4.8 

17.7 
7.1 

32.3 
9.2 

Control 4 

WCCipilal L.IX 

9.4 

10.3 

13.8 

9.1 ; 

17.6 

17.7 

Control (Path) 
i uccipnai ctx 

29.1 

28.1 

37.6 |29.3 

47.6 

... 

34.2 

Control (Path) 
z uccipnai UlX 

Control (Path) 
j uccipnai ctx 

5.1 

7.0 

6.7 j5.3 

8.6 

5.3 

1.6 

2.5 

j 


0.0 

2.4 

Control (Path) 
4 Occipital Ctx 

13.7 

17.2 

198 ! 


13.7 

12.2 

Control 1 
Parietal Ctx 

3.8 

4.0 

10.8 

24.1 

7.3 

3.8 

Control 2 
Parietal Ctx 

37.4 

47.6 

53.6 

36.1 

57.4 

53.6 

Control 3 
Parietal Ctx 

4., 

5.4 

0.0 

" 

3.5 

5.3 

Control (Path) 
I Parietal Ctx 

23.5 

28.9 



24.7 

1 1 
21.5 i42.6 

- i 

30.4 

Control (Path) 
2 Parietal Ctx 

15.7 

20.2 

44.8 

11.5 

39.5 

20.6 

Control (Path) 
3 Parietal Ctx 

2.6 

4.0 

14.9 

3.7 

3.0 

2.4 

(Control (Path) L 
|4 Parietal Ctx | 

25.7 

49.7 

20.4 ]50.7 

26.2 


Table ABJ . General_$creeningjpanel_vl .5 


Tissue Name 

Rel. 

Exp.(%) 
Ag5113, 
Run 

228738816 

Rel. 

Exp.(%) 
Ag5124, 
Run 

228745551 

Tissue Name 

Rel. Exp.(%) 
Ag5113,Run 
228738816 

Rel. Exp.(%) 
Ag5124, Run 
228745551 

. 

Adipose 

3.6 

3.3"""" 

Renal ca. TIC- 10 

00 

CM) ~ 

Melanoma* 
Hs688(A).T 

0.0 

0.0 

Bladder 

L2 

. .. 

2.4 

Melanoma* 
Hs688(B).T 

0.0 

0.0 

Gastric ca. (liver 
met.)NCI-NS7 

0.1 

0.0 

Melanoma* M14 

0.0 

0.0 

Gastric ca. KATO 
III 

°_1 

0.0 



Melanoma* 
LOXIMVI 

0.0 

0.0 

Colon ca. SW-948 

0.0 

0.0 

Melanoma* SK- 
MEL-5 

0.0 

0.0 

Colon ca. SW4S0 

0.0 

0.0 
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Squamous cell 
carcinoma SCC-4 

i 

0.0 j.0.0 ■ 

1 .. 1 

Colon ca.* 
(SW480 met) 
SW620 

0.0 

0.0 

Test is Pool _ 

3.9 |5.9 ; 

Colon ca. HT29 

0.0 j 

0.0 

Prostate ca.* (bone 
met) PC-3 

»., 

0.0 

Colon ca. HCT- 
116 

0.1 | 

0.5 

Prostate Pool 

._. 

7.3 

5.0 

Colon ca. CaCo-2 

0.0 | 

0.0 

Placenta 

0.1 

0.0 

Colon cancei- 
tissue 

0.5 

1.3 

ULCI us ruui 

4 7 



4.1 |Colonca.SW1116j0.0 

0.4 

Ovarian ca. 
OVCAR-3 

0.0 

. n lColon ca. Colo- L . 
00 ]205 j 0 " 1 

0.0 

Ovarian ca SK-OV- 
3 

0.2 

0.0 

Colon ca. SW-48 

0.0 

0.0 

Ovarian ca. 
OVCAR-4 

0.1 

0.0 

1 

Colon Pool 1 

2.1 

5.5 

Ovarian ca. 
OVCAR-5 
Ovarian ca. 
1GROV-1 

0.0 

0.0 

Small Intestine 
Pool 

2.4 |2.8 

0.0 

1.4 

Stomach Pool 

2.0 js.2 

Ovarian ca. 
OVCAR-8 

0.3 

0.0 

Bone Marrow Pool 

3.0 jl.8 

Ovary 

0.5 

2.5 

Fetal Heart 

0.2 ~|6.q 

Breast ca. MCF-7 

0.*2 

0.6 

Heart Pool 

2.4 ji.9 

Breast ca. MDA- 
MB-231 

0.0 

0.0 

Lymph Node Pool 

8.5 

9.3 

Breast ca. BT 549 

0.3 

jFetal Skeletal 
|Muscle 

1.4 

2.1 

Breast ca. T47D 

0.0 

(Skeletal Muscle 
U *° jPool 

1.1 

1.7 

Breast ca. MDA-N jO.O 

0.0 

Spleen Pool 

0.3 

0.0 

Breast Pool [4.2 

3.7 

Thymus Pool jl.l 

0.0 

Trachea 

6.0 

4.2 

CNS cancer 
(glio/astro) US7- 
MG 

0.0 

0.0 

! 

Lung 

3.2 

2.3 

CNS cancer 
(glio/astro) U-118- 
MG 

0.0 jO.9 

Fetal Lung 

100.0 

100.0 

CNS cancer 
(neuro;met) SK.-N- 
AS 

0.0 

i 

0.0 

Lungca. NCI-N417 

0.0 

0.0 

CNS cancer (astro) 
SF-539 

0.3 

0.5 

Lungca. LX-1 

0.0 

0.0 

CNS cancer (astro) 
SNB-75 

0.0 

0.6 

Lungca. NCI-H146 

0.0 

0.0 

CNS cancer (glio) 
SNB-19 

0.2 

1.0 
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Lung ca. SHP-77 

0.0 

0.0 

! 

: 

CNS cancer (glio) 
SF-295 

0.0 

1.9 

Lung ca. A549 

0.0 

0.0 

jBrain (Amygdala) 
jPool _ 

0.0 

0.0 

Lung ca NC1-H526 

0 0 

0.0 

jBrain (cerebellum) 

ojdT 


Lunsca NCI-FP3 

0.0 

0.0 

i 

Brain (fetal) 

0.2 

0.5 





Brain 



Lung ca. NCI-H460 

0.1 

0.0 


(Hippocampus) 
Pool__ 

0.5 

0.8 

Lung ca. HOP-62 

0.0 

0.0 

Cerebral Cortex 
Pool 

U.J 

n n 
u.u 


\J.\J 

0.0 

Brain (Substantia 
nigra) Pool 

0.1 

0.0 

Liver 

0.0 

0.0 

Brain (Thalamus) 
Pool 

0.0 

0.0 

Fetal Liver 

0.2 

0.0 

Brain (whole) 

0.3 

|0.5 

Liver ca. HepG2 

0.0 

0.0 

Spinal Cord Pool 

0.0 

j0,4 

Kidney Pool 
Fetal Kidney 

13.2 
0.3 

8.2 

— 
1.5 


Adrenal Gland 
Pituitary gland 
Pool 

0.6 
0.2 

[2.0_ 

jo.o 

RenaTca. 786-0 

0.0 ~ 

a<r 

jSalivary Gland 

o.o jo.o 

Renal ca. A498 

0.0 

0.0 


Thyroid (female) 

0.3 

|0.4 

Renal ca. ACHN 

1.3 

0.4 


Pancreatic ca. 
CAPAN2 

0.0 

0.0 

Renal ca. UO-3 1 

0.0 

oF 


Pancreas Pool 

1.7 

3* 


Table ABK . General_screening_panel_vl .6 


|Rel. Exp.(%) 
Tissue Name Ag7237, Run 
|296433071 

Tissue Name 

Rel. Exp.(%) 
Ag7237, Run 
296433071 

Adipose 

19.9 

Renal ca. TK-10 

2.4 1 

Melanoma* Hs688(A).T |0.2 

Bladder 

19.2 

Melanoma* Hs688(B).T 

0.0 

Gastric ca. (liver met.) 
NCI-NS7 

45.7 

Melanoma* Ml 4 

0.0 

Gastric ca. KATO III 

11.7 

Melanoma* LOXIMVI 

0.0 

Colon ca. SW-948 

9.1 

Melanoma* SK-MEL-5 

0.0 ] 

Colon ca. SW480 

0.5 

Squamous cell carcinoma 
SCC-4 

1.9 

Colon ca.* (SW480 met) 
SW620 

0.0 

Testis Pool 

5.0 

Colon ca. HT29 

12.4 

Prostate ca.* (bone met) 
PC-3 

0.3 

Colon ca. HCT-116 

10.0 

Prostate Pool 

44.1 

Colon ca. CaCo-2 

17.4 

Placenta 

1.0 

Colon cancer tissue 

5.9 

Uterus Pool 

2.0 ^ 

Colon ca. SW1116 

4.8 

Ovarian ca. OVCAR-3 

5.6 

Colon ca. Colo-205 

4.2 
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lOvarian ca SK-OV-3 

1S.0 

jColon ca. SW-48 ! 

10.1 

lOvarian ca OVCAR-4 

0 0 

(Colon Pool 

5.8 

Ovarian ca OVCAR-5 

V/vai lull ^ci. v_/ v ^Ai \ «y 

4 7 

jSmali Intestine Pool 

6.3 

Ovarian ca. IGROV-1 

10.9 

|Stomach Pool 

4.3 

Ovarian ca. OVCAR-8 

0.9 

(Bone Marrow Pool 

6.4 

Ovary 

2.3 


Fetal Heart 

676"" 

Breast ca. MCF-7 

71.7 


Heart Pool 

4.5 

Breast ca. MDA-MB-23 1 

0.0 

jLymph Node Pool 

18.0 

Breast ca. BT 549 

12.2 

jFetal Skeletal Muscle 

12.8 

Breast ca. T47D 

6.2 

[Skeletal Muscle Pooi 

6.6 

Breast ca. MDA-N 

0.0 

jSpleen Pool 

5.7 

Breast Pool 

7.5 

jThymusPool 

6.9 

Trachea 

10.7 


CNS cancer (glio/astro) 
U87-MG 

0.0 

Lung 

2.4 


CNS cancer (glio/astro) 
U-118-MG 

0.0 

Fetal Lung 

100.0 

]CNS cancer (neuro;met) 
jSK-N-AS 

0.1 

Lungca. NCI-N417 

0.0 

CNS cancer (astro) SF- 
539 

1.7 

I .imp ca T X-1 

5.2 

CNS cancer (astro) SNB- 
75 ^ 

0.7 

Luneca NCI-H146 

7.9 

CNS cancer (glio) SNB- 
19 

12.7 

Lung ca. SHP-77 

0.7 

CNS cancer (glio) SF~295 f j0.2 

Lung ca. A549 

0.7 


Brain (Amygdala) Pool 

3.0 

Lungca! Ng^526^ " 

03 


Brain (cerebellum) 

0.6 

LungcarNcT-H2r 

4.5 

Brain (fetal) 

24.8 

Lungca.NCI-H460 

0.5 

Brain (Hippocampus) 
Pool 

7.5 

L/ling ca. riUr-OZ 

0.0 

Cerebral Cortex Pool 

3.7 

Lung ca. NCI-H522 

0.0 

Brain (Substantia nigra) 
Pool 

1.9 

Liver 

6.0 

Brain (Thalamus) Pool 

5.5 

Fetal Liver 

1.3 

Brain (whole) 

6 :L 

Liver ca. HepG2 

2.7 

Spinal Cord Pool 

1.0 

Kidney Pool 

0.0 

Adrenal Gland 

3.1 

Fetal Kidney 

23.2 

Pituitary gland Pool 

5.8 

Renal ca. 786-0 

0.0 

Salivary Gland 

0.7 

Renal ca. A498 



Thyroid (female) 

47.3 

Renal ca. ACHN 

47.6 


Pancreatic ca. CAPAN2 

0.7*" 

Renal ca. UO-31 

0.0 

Pancreas Pool 

9.6 


Table ABL . Panel 1.3D 
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Tissue Name 

Rel. Exp.(%) jRel. Exp.(%) 
Ag2505, Run :Ag2667, Run ; 
165531061 jl62554578 

Rel. Exp.(%) |Rel. Exp.(%) 
Ag2767, Run jAg2831, Run 
165527179 |165517578 

Liver adenocarcinoma 

1.8 '0.0 

0.0 !l.3 

Pancreas 

13.7 

8.9 

35.4 

14.1 

Pancreatic ca. CAPAN 
2 

1.5 

2.0 

0.0 

2.0 

Adrenal gland 

6.6 

2.9 |2.8 -4.6 

Thyroid jlOO.O 

52.5 ~" jlOO.O 167.8 

Salivary gland ]4.1 

2.3 |9.3 {2.5 _ 

Pituitary giand ]37.6 

9.9 jl 3-7 !l9.B 

Brain (fetal) j44.1 

6.8 (40.9 j 

28.5 

Brain (whole) j9.3 

0.6 jll.2 

0.0 

Brain (amygdala) }8.1 

4.4 |8.2 

2.6 

Brain (cerebellum) jl.S jO.S |0.0 

4.4 

Brain (hippocampus) j 1 0.2 

1.6 !6.4 

2.2 

Brain (substantia nigra) |29.3 

3.7 

12.5 

11.0 

Brain (thalamus) ;3.6 

1.9 

8.7 |7.2 

Cerebral Cortex 

7.7 

8.8 j3.8 jl.3 

Spinal cord 

15.2 

14.4 |13.3 j 1 0.4 

glio/astroU87-MG 

0.0 

b.b J6.6 |6.o 

glio/astro U-118-MG 

o.o 

o.o jo.o .6.6 

astrocytoma SW1 783 ; 0.3 

0.6 jo.o |1.0 

neuro !|! ; met SK-N-AS ]0.4 

6.6 jo.o [o.o 

[astrocytoma SF-539 ji.8 

1.2 J2.5 il.2 

[astrocytoma SNB-75 }2.7 |0.6 jO.O 2.0 

[giiomaSNB-19 JO.O 

0.0 jo.o Jo.o 

glioma U251 |9.3 

2.0 Jl2.2 |9.1 

glioma SF-295 : 0.4 

0.0 |2.6 jl.3 

Heart (fetal) |i6.6 

24.7 |9.6 [7.4 

Heart jl.l 

6.6 ]2.4 '2.4 

Skeletal muscle (fetal) Jl2.8 

66.4 j7.7 

1.3 

Skeletal muscle [20.9 
Bone marrow j 1 .2 

2.1 

L9 


im 

4.5 

0.9 

Thymus |6.0 

24.6 { 17.8 

4.9 

Spleen j6.7 

5.0 il9.8 

9.2 

Lymph node |6.7 

1.4 |5.4 '2.6 

Colorectal (23.5 

T9.3 16.5 J9.9 

Stomach jti.O 

1.8 |4.5 

2.5 

Small intestine \S43 

13.3 j69.7 

43.2 

Colon ca. SW4S0 

L± 

0.5 

0.0 

6.6" 

Colon ca.* 
SW620(SW480 met) 

1.4 



0.0 

2.8 

3.1 

Colon ca. HT29 

7.3 |28.3 

11.3 |5.3 
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Colon ca.HCT-1 16 )l3 

9.0 

12.4 

10.2 

Colon ca. CaCo-2 ^WJ 

29.7 j 

19.6 

11.1 

Colon ca. L s 
tissue(OD03S6o) | 

14.6 

10.6 

10.6 

Colon ca. HCC-299S |2.9 

6.3 

19.S 

2.9 

Gastric ca.* (liver met) L. ? 

49.7 

95.3 

100.0 

RlaHHpr lid K 

44.4 {29.7 

20.4 

Trarlipfl i?1 Q 

13.9 jl8i 

5.5 

i\.iancy ijo.^ 

74.2 j56.3 ;67.4 

Kidney (fetal) ^ (27.5 

37.1 (40.1 

33.9 

Renal ca. 786-0 jO.O 

o.o jo.o 

0.0 

Renal ca. A498 i0.2 

FL7 13.7 

2.9 

Renal ca. RXF 393 |39.8 

5.9 

20.3 

10.8 

Renal ca.ACHN {51.1 

6.8 

20.2 

7.2 

Renal ca.UO-31 |0.2 

0.0 

0.0 

0.0 

Renal ca. TK-10 JO.O 

0.0 

0.0 

0.0 

Liver jl.4 

0.7 

0.0 

3.5 

Liver_(fetel) j2.3 

0.0 

4.0 

1.2 

Liver ca. (hepatoblast) {,. „ 
HepG2 | n - 8 

4.7 

19.5 

10.8 

[Lung _ j75.3 

46.0 

9L4" 

84.1 

Lung (fetal) ~\SM 

100.0 

92.0 j64.6 

Lung ca. (small cell) T , 
LX-1 p -:> 

2.5 

5.8 

4.1 

Lung ca. (small cell) 
NCI-H69 

5.6 

6.2 

10.1 

5.3 

Lung ca. (s.cell var.) 
SHP-77 

0.2 

0.6 

0.0 

0.0 

Lung ca. (large 
cell)NCI-H460 

1.2 

0.0 

0.0 

0.0 

Lung ca. (non-sm. cell) 
A549 

1.2 

0.7 

3.1 

1.3 

Lungca. (non-s.cell) 
NCI-H23 

3.2 

4.7 

8.2 

4.5 

Lung ca. (non-s.cell) 
HOP-62_ 

0.0 

0.0 

0.0 

0.0 

Lung ca. (non-s.cl) 
NCI-H522 

0.0 

0.0 

0.0 

0.0 

Lung ca. (squam.) SW 
900 

1.8 

0.0 

3.4 

2.0 

Lung ca. (squam.) NCI- 
H596 

14.6 

10.9 

31.6 

53.6 

Mammary gland 

11.9 

4.9 J23.8 

17.4 

Breast ca.* (pi.ef) ~ 
MCF-7 

89.5 

92.7 |s4.1 

80.1 
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Breast ca.* (pi.ef) L 0 
MDA-MB-23 1 j 

0.0 

0.0 

0.0 

Breast ca.* (pi.ef) L. 7 
T47D r J 

7.6 

20.3 

9.9 

Breast ca. BT-549 |2.3 jO.O 

0.0 

1.2 

Breast ca. MDA-N jO.O ! 

0.0 j 

0.0 

0J) 

4.9 

Ovary 

3.5 

20.3 

s.5 

Ovarian ca. OVCAR-3 

6.4 | 

2.6 

8.2 1 

4.5 

Ovarian ca. OVCAR-4 

0.0 

0.0 

0.0 50.0 

Ovarian ca. OVCAR-5 

o.o T " 

0.0^ 

0.0 'o.o 

Ovarian ca. OVCAR-8 

0.2 

1.0 

0.0 10.0 

Ovarian ca. IGROV-1 

14.5 

17.6 

31.6 133.7 

Ovarian ca.* (ascites) 
SK-OV-3 

9.3 

5.4 

20.7 122.5 
1 

Uterus 

27.7 

3.5 

39.6 *46.3 

Placenta 

2.9 

4.9 :6.4 

8.9 

Prostate 

25.0 

8.8 116.7 

16.7 

Prostate ca.* (bone J. n 
met)PC-3 1 

0.0 

0.0 

0.0 

jTestis J2.5 

0.7 

4.4 

2.7 

[Melanoma Hs688(A).T jO.O 
[Melanoma* (met) L n 
|Hs688(B).T r ,U 

0.0 
0.0 

0.0 

0.0 

0.0 

0.0 

iMelanoma UACC-62 |0.0 

0.0 jo.o 

jo.o 

Melanoma M 14 iO.O 10.0 jO.O 

0.0 

Melanoma LOX 1MVI jO.O ;0.0 

0.0 

0.0 

Melanoma* (met) SK- L Q 
MEL-5 j 

0.0 

0.0 

0.0 

Adipose ]l9.3 

6.5 

4.3 

22.1 


Table ABM . Panel 2.2 


Tissue Name 

Rel. Exp.(%) 
Ag2831, Run 
175063921 

Tissue Name ! 

Rel. Exp.(%) 
Ag2831, Run 
175063921 

Normal Colon 

4.7 

Kidney Margin 
(OD04348) 

100.0 

Colon cancer (OD06064) 

24.7 

Kidney malignant cancer 
(OD06204B) 

0.0 

Colon Margin (OD06064) 

12.0 



Kidney normal adjacent 
tissue (OD06204E) 

7.0 

Colon cancer (OD06159) 

1.1 

Kidney Cancer 
(OD04450-01) 

1.2 

Colon Margin (OD06159) 

6.2 

Kidney Margin 
(OD04450-03) 

16.6 

Colon cancer (OD06297- 
04)_ 

1.9 

Kidney Cancer 8120613 

1.8 
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Colon Margin (OD06297- 
05) 

CC Gr.2 ascend colon 
(OD03921) 

1 1 "' 1 

6.9 jKidney Margin 8120614 

~--*~~-— .u.^uu^.-^-a «■ — ' » ' > 

0.4 jKidney Cancer 9010320 

5.7 

_ !— „.„ » — 

0.6 

CC Margin (OD03 921) 

2.7 jKidney Margin 9010321 

2.6 

Colon cancer metastasis 
(OD06104) 

2.4 jKidney Cancer 8120607 

6.2 

Lung Margin (6606164) 

1 0.2 JKidney Margin 8 1 20608 

2.3 

Colon mets to lung 
(OD04451-01) 

7.0 jNormal Uterus 

13.4 

Lung Margin (OD04451- 
02) 

20.4 juterine Cancer 0640 1 1 

r „ „. ... ^ .,.„ , . . .■ 

0.8 

Normal Prostate 

4.9 (Normal Thyroid 

6.1 

Prostate Cancer (OD04410) 

5.9 

Thyroid Cancer 064010 128.5 

Prostate Margin (OD04410) 

8.3 

Thyroid Cancer A3 02 152 146.3 

Normal Ovary 

i 0 
1 .y 

Thyroid Margin A302 1 53 {2 : 1 ,0 

\jvaiicLu tdncei \\jlj\jo/.qj- 
03) 

1.2 

Normal Breast )l0.2 

Ovarian Marcrin fOrW^OJJ'}.. 

07) 

3.6 

Breast Cancer L ^ 
(OD04566) 1 

Ovarian Cancer 064008 

7.8 

Breast Cancer 1024 t 4.6 

Ovarian cancer (OD06145) 

0.9 

Breast Cancer L- n 
(OD04590-01) P' U 

Ovarian Margin (OD06145) 

0.9 

Breast Cancer Mets \ Q ~ , 
(OD04590-03) \ 

WVaildfl CaflLCI ^WLA;OHjj" 

03) 

0.0 

Breast Cancer Metastasis 
(OD04655-05) 

70.7 

Ovarian Margin (OD06455- 
07) 

llllirni , - . - 

7.3 

Breast Cancer 064006 

3.6 

Normal Lung 

14.2 

Breast Cancer 9100266 

3.4 

Invasive poor diff. lung 
adeno (ODO4945-01 

1.5 

Breast Margin 9100265 

2.9 

Lung Margin (OD04945- 
03) 

15.5 

Breast Cancer A209073 

r 

1.7 

Lung Malignant Cancer 
(OD03126) _ _ 

4.2 

Breast Margin A2090734 

2.5 

Lung Margin (OD03 1 26) 

8.3 

Breast cancer (OD06083) 

49.7 

Lung Cancer (OD05014A) 

5.4 

Breast cancer node 
metastasis (0006083) 

64.2 

Lung Margin (OD05014B) 

41.5 

Normal Liver 

0.5 

Lung cancer (OD0608 1 ) 

3.8^ 

Liver Cancer 1026 

0.5 

Lung Margin (OD06081) 

37.6 

Liver Cancer 1025 

1.8 

Lung Cancer (OD04237- 
01) 

1.6 

Liver Cancer 6004-T 

0.0 

Lung Margin (OD04237- 
02) 

33.2 

Liver Tissue 6004-N 

1.3 
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Ocular Melanoma 
Metastasis 

0.0 

Liver Cancer 6005-T 

0.5 

Ocular Melanoma Margin 
(Liver) 

0.0 

Liver Tissue 6005-N 

1.4 

Melanoma Metastasis 

0.0 

Liver Cancer 064003 

0.0 

Melanoma Margin (Lung) 

37.9 

Normal Bladder 

2.8 

Normal Kidney 

5.5 

Bladder Cancer 1023 1 

2.5 

Kidney Ca, Nuclear grade 2 
(OD04338) 

26.6 

Bladder Cancer A302173 

6.2 

Kidney Margin (OD04338) 
Kidney Ca Nuclear grade 
1/2(OD04339) 

0.9 

Normal Stomach 

2.8 

2.0 

Gastric Cancer 9060397 

0.0 

Kidney Margin (OD04339) 

10.3 -jStomach Margin 9060396 J 1 A 

Kidney Ca, Clear cell type 
(OD04340) 

4.5 jGastric Cancer 9060395 

t . . _ 

2.3 

Kidney Margin (OD04340) 

12.6 

Stomach Margin 9060394 

4.1 

Kidney Ca, Nuclear grade 3 
(OD04348) 

1.4 

Gastric Cancer 064005 

5.7 


Table ABN. Panel 2D 


Tissue Name 

Rel. 

Exp.(%) 
Ag2667, 
Run 

16255827 

Rel. 

Exp.(%) 
Ag2767, 
Run 

16255585 

5__ _ 

Rel. 

Exp.(%) 
Ag2831, 
Run 

16357843 
8 

Tissue Name 

Rel. 

Exp.(%) 
Ag2667, 
Run 

16255S279 

Rel. 

Exp.(%) 1 

Ag2767, 

Run 

162555855; 

Rel. 

Exp.(%) 
Ag2831, 
Run 

163578438 

Normal Colon 

f— 

4.8 

4.8 

6.1 

Kidney 
Margin 
8120608 

2.3 

2.4 

2.0 

CC Well to 
Mod Diff 
(OD03866) 

r 

1.1 i 

0.8 

0.9 

Kidney 
Cancer 
8120613 

8.5 

9.9 

9.6 

CC Margin 
(OD03866) 

0, 

1.2 

1.5 

Kidney 
Margin 
8120614 

3.0 

3.2 

2.8 

CCOn2 

rectosigmoid 

(OD03868) 

0.8 

0.5 

0.3 

Kidney 
Cancer 
9010320 

1.0 

1.6 

0.9 

CC Margin 

(OD03868) 

.. 

0.2 

0.2 

0.1 

Kidney 
Margin 
9010321 

3.9 

4.6 

0.0 

CC Mod Diff 
(ODO3920) 

0.2 

0.2 

0.1 

Normal 
Uterus 

1.3 
1.6 

1.1 

I 

0.6 

CC Margin 
(ODO3920) 

1.0 

0.7 

0.9 

Uterus 
Cancer 
064011 

1.1 

1.4 
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CC Gr.2 ascend 
colon 

(OD03921) 

3.S 

3.S 

3.8 

Normal 
Thyroid 

13.9 

! 

13.7 

! 

10.4 

CC Margin 
(OD03921) 

1.4 

» ! 

j 

,» 

Thyroid 

Cancer 

064010 

33.2 

35.1 ! 

36.9 

CC from 








Partial 

Hepatectomy 

(ODO4309) 

Mets 

6.5 

5.6 

6.1 

Thyroid 

Cancer 

A302152 

19.3 

21.3 

21.5 

Liver Margin 
(ODO4309) 

0.3 

0.4 

0.1 

Thyroid 
Margin 
A302153 

41.8 

39.8 

37.9 

Colon mets to 
lung 

(OD04451-0!) 

1.5 

1.6 

. „. r . 

1.2 

Normal 
Breast 

1.7 

2.4 

1.7 

Lung Margin 
(OD 04451 -02)_ 

3.1 

4.0 



3.3 

Breast Cancer 
(OD04566) 

2.0 

2.2 

2.5 

Normal 

Prostate 6546-1 

10.6 

10.5 

11.9 

Breast Cancer 
(OD04590- 
01) 

68.3 

i 

69.7 |64.2 





Breast Cancer 




Prostate Cancer 
(OD04410) 

13.3 

13.4 

15.2 

Mets 

(OD04590- 
03) 

100.0 

100.0 

100.0 

Prostate 
Margin 
(OD04410) 

8.3 

12.1 

10.5 

Breast Cancer 

Metastasis 

(OD046:>:>- 

38.7 

39.0 

33.4 

Prostate Cancer 
(UDU4/ZU-U1) 

2.2 

1.7 

1.6 

Breast Cancer 

3.7 

4.0 

3.9 

Prostate 
Margin 

(OD04720-02) 

5.0 

4.5 

4.1 

Breast Cancer 
1024 

2.7 

2.1 

2.7 

Normal Lung 
061010 

15.0 

17.3 

13.5 

Breast Cancer 
9100266 

2.6 

2.3 

2.9 

bung iviei to 
Muscle 

0.5 

0.5 

0.3 

Breast 
Margin 

0.9 

0.8 

0.6 

(0D04286) 




91 00265 




Muscle Margin 
(OD042S6) _ 

0.1 

0.1 

0.0 

Breast Cancer 
A209073 

3.5 

3.7 

3.8 

Lung 

Malignant 

Cancer 

(OD03126) i 

3.7 

3.8 

3.5 

Breast 

Margin 

A209073 

1.7 

1.5 

1.5 

Lung Margin 
(OD03126) 

15.1 

20.4 

15.5 

Normal Liver 

0.2 

0.1 
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Lung Cancer 

Lung Margin 
(OD04404)__ 

4.7 
12.1 

4, 1 
12.9 

2.8 
9.8 

Liver Cancer 
064003 

Liver Cancer 
1025 

0.0 
0.1 

0.1 
0.1 

0.2 
0.0 

Lung Cancer 
(ODQ4565) 

0.6 

0.7 

0.4 

Liver Cancer 
1026 

0.8 

"• f i 

0.8 

Lung Margin 
(OD04565) 

9.9 

8.4 

8.6 

Liver Cancer 
6004-T 

0.1 

0.1 ] 

* 

0.1 

Lung Cancer 
(QD04237-01) 

1.1 

1.5 

1.0 

Liver Tissue 
6004-N 

0.8 

0.9 

0.9 

Lung Margin 
(OD04237-02) 

17.4 

13.0 

14.3 

Liver Cancer 
6005-T 

0.4 

0.7 

0.5 

Ocular Mel 
Met to Liver 
(ODO4310) 

0.0 

0.1 

0.0 

Liver Tissue 
6005-N 

0.1 

0.1 

0.1 

Liver Margin 
(ODO4310) 

0.2 

0.2 

0.3 

Normal 
Bladder 

3.5 

3.8 

4.2 

Melanoma 
Mets to Lung 
(OD04321) 

0.1 

0.3 

(Bladder 
u,z |Cancer!023 

0.9 

0.9 

0.6 

Lung Margin 
(OD04321) 

21.3 

20.7 

(Bladder 
19.5 Cancer 
JA302173 

3.8 

4.6 

4.4 

Normal Kidney 

14.9 

18.4 

jBladder 
1 . ? Cancer 

(OD04718- 

loi) 

0.6 

1.1 

1.0 

Kidney Ca, 
Nuclear grade 
2 (OD04338) 

0:9 

1.2 

0.6 

Bladder 

Normal 

Adjacent 

(OD04718- 

03) 

0.6 

0.3 

0.8 

Kidney Margin 
(OD04338) 

7.3 

10.3 

7.0 

Normal 
Ovary 

0.8 

0.7 

0.6 

Kidney Ca 
Nuclear grade 
1/2 (OD04339) 

0.3 

0.3 

0.6 

Ovarian 

Cancer 

064008 

7.2 

9.6 

8.8 

Kidney Margin 
(OD04339) 

14.8 

11.7 

14.6 

Ovarian 
Cancer 
(OD04768- 
07) 

0.2 

0.2 

0.1 

Kidney Ca, 
Clear cell type 
(OD04340) 

6.5 

7.8 

8.1 

Ovary Margin 

(OD04768- 

08) 

1.5 

1.8 

1.3 

Kidney Margin 
(OD04340) 

11.0 

9.2 I9.8 

Normal 
Stomach 

0.5 

1.0 

0.6 

Kidney Ca, 
Nuclear grade 
3 (OD04348) 

1,1 

0.6 

1.1 

Gastric 
Cancer 
9060358 

0.3 

0.2 

0.6 
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1 — 

Kirinev Margin 
(OD04348) 

1 

15.5 

11.7 

13.5 

Stomach 

Margin 

9060359 

0.4 

0.9 |o.8 

KiHnpv Chancer 
(OD04622-01) 

1.7 

1.2 

1.6 

Gastric 
Cancer 
9060395 

1.6 

2.2 

1.3 

Kidney Margin 
(OD04622-03) 

3.0 

2.7 

2.5 

Stomach 

Margin 

9060394 

0.7 

1.2 

0.6 

Kidney Cancer 
(OD04450-01) 

0.1 

0.2 

0.3 

Gastric 
Cancer 
9060397 

0.3 

0.3 

0.0 

Kidney Margin 
(OD04450-03) 

11.6 

15.2 

14.0 

Stomach 

Margin 

9060396 

0.3 

0.3 

0.0 

Kidney Cancer 
8120607 

2.6 

1 

2.6 

2.9 

Gastric 
Cancer 
064005 

.1.7 

i 

16.5 

11.6 

1 r ... . ,. . 


Table ABO . Panel 3D 


feel. Exp.(%) 
Tissue Name lAg2831, Run 
J164843468 

iRel. Exp.(%) 

Tissue Name jAg2831, Run 

[164843468 _ 

& vf j ti ii L , jCa Ski- Cervical epidermoid L. ! 
Daoy-Medulloblastoma j0.4 jcarcinoma (metastasis) f . 

....... L n IeS-2- Ovarian clear cell ] nn | 

TE671-Medu!loblastoma 3.7 jcarcinoma |°° 

D283 Med- ^ ' j£~ 
Medulloblastoma ] 

Ramos- Stimulated with 
PMA/ionomycin 6h 
Ramos- Stimulated with 
PMA/ionomycin 14h 

0.0 

PFSK-1- Primitive L Q 
Neuroectodermal j 

0.0 

XF-498-CNS |l.2 

MEG-01- Chronic 
myelogenous leukemia 
(megokaryoblast) 

0.7 

SNB-78- Glioma jl.7 

Raji- Burkitt's lymphoma jO.O 

SF-268- Glioblastoma iO.O 

Daudi- Burkitt's lymphoma |0.0 

T98G- Glioblastoma jO.O 

U266- B-celi plasmacytoma {0.0 

SK-N-SH- Neuroblastoma j 00 
(metastasis) \ 

CA46- Burkitt's lymphoma jo.O 

SF-295- Glioblastoma JO.O 

RL- non-Hodgkin's B-cell L 0 

lymphoma \ * _ 

Cerebellum 10.0 

JM1- pre-B-cell lymphoma ;0.0 

Cerebellum 

0.0 

Jurkat- T cell leukemia (0.0 

NCI-H292- 
Mucoepidermoid lung 
carcinoma 

23.7 

TF-1- Erythroleukemia jo.O 
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DMS-H4- Small cell lung J jHUT 7S- T-cell lymphoma 1 
cancer j 1 ^ J 

DMS-79- Small rell iTmg [~ b^Histiocytic lymphoma 
cancer < j 

0.0 
0.0 

NCI-H146- Small cell lung" 
cancer 

100.0 

KU-8I2- Myelogenous 
leukemia 

0.6 

NCI-H526- Small cell lung 
cancer 

5.6 

769-P- Clear cell renal 
carcinoma 

3.2 

NCI-N417- Small cell lung 
cancer 

0.8 

Caki-2- Clear cell renal 
carcinoma 

0.8 

NCI-H82- Small cell lung 
cancer 

0.0 

SW 839- Clear cell renal 
carcinoma 

0.9 

NCI-H157- Squamous cell 
lung cancer (metastasis) 

0.0 ; 

G401- Wilms' tumor 

0.0 

NCI-H1155- Large cell 
lung cancer 

14.6 

Hs766T- Pancreatic 
carcinoma (LN metastasis) 

0.0 

NCI-H1299- Large cell 
lung cancer 

0.0 

CAPAN-1- Pancreatic 
adenocarcinoma (liver 
metastasis) 

0.0 

NCI-H727- Lung carcinoid 

14.8 

SUS6.86- Pancreatic 
carcinoma (liver metastasis) 

0.0 

NCI-UMC-ll-Lung 
carcinoid 

jBxPC-3- Pancreatic 
{adenocarcinoma 

0.0 

LX-1- Small cell lung 
cancer 

7.5 

HPAC- Pancreatic 
adenocarcinoma _ ^ 

0.0 

Colo-205- Colon cancer 

18.7 

MIA PaCa-2- Pancreatic 
carcinoma 

0.0 

KM 12- Colon cancer 

^ jCFPAC-1- Pancreatic ductal 
^adenocarcinoma 

0.0 

KM20L2- Colon cancer 

8.4 

PANC-1- Pancreatic 
epithelioid ductal carcinoma 

0.6 ! 

NCI-H716- Colon cancer 

23.2 

T24- Bladder carcinma 
(transitional cell) 

0.0 

SW-48- Colon 
adenocarcinoma 

63.7 

5637- Bladder carcinoma 

0.0 

SWHUi- CoCotT 
adenocarcinoma 

,.,5 

HT-1 197- Bladder carcinoma 

3.2 

LS 174T- Colon 
adenocarcinoma 

62.9 

UM-UC-3- Bladder carcinma 
(transitional cell) 

0.0 

SW-94S- Colon 
adenocarcinoma 

2.7 

A204- Rhabdomyosarcoma 

0.0 

SW-480- Colon 
adenocarcinoma 

39.2 

HT-1080- Fibrosarcoma 

0.0 

NC1-SNU-5- Gastric 
carcinoma 

0.0 

MG-63- Osteosarcoma 

0.0 

KATO III- Gastric 
carcinoma 

33.0 

SK-LMS-1- Leiomyosarcoma 
(vulva) 

0.0 
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lNCI-SNU-16- Gastric 

jo.o 

|SJRH30- Rhabdomyosarcoma 
{(met to bone marrow) 

127.7 

NCI-SNU-1- Gastric 

vol uiiiuma 

!35.6 

jA431- Epidermoid carcinoma |l7.8 

RF-1- Gastric 
adenocarcinoma 

jo.o 


WM266-4- Melanoma 

10.0 

RF-4S- Gastric 
adenocarcinoma 

|o.7 

t 

jDU 145- Prostate carcinoma 
|(brain metastasis) 

jo.o 

1 

MKN-45- Gastric 
carcinoma 

( ■ - v • " — — * 

96.6 

1 

jMDA-MB-468- Breast 
{adenocarcinoma 

|2.7 

NCI-NS7- Gastric 
carcinoma 

179.6 


SCC-4- Squamous cell 
carcinoma of tongue 

jo.o 

OVCAR-5- Ovarian 
carcinoma 

lo.o 

i 


SCC-9- Squamous cell 
carcinoma of tongue 

jo.o 

f 3 
RL95-2- Uterine carcinoma jO.O 

SCC-15- Squamous cell 
carcinoma of tongue 

jo.o 

HelaS3- Cervical 
adenocarcinoma 

jo.o 

jCAL 27- Squamous cell 
jcarcinoma of tongue 

1 

Table ABP. Panel 4. ID 





]ReL 
|Exp.(%) 

Tissue Name !Ag2831, 
Run 

J244570230 

Rel. 

Exp.(%) 
Ag5124, 
Run 

225784387 

Tissue Name 

Rel. jRel. 
Exp.(%) !Exp.(%) 
Ag2831, jAg5124, 
Run jRun 
244570230 1225784387 

Secondary ThI act jo.O 

0.0 

HUVECIL-lbeta |0.0 10.0 

Secondary Th2 act 

0.0 

0.5 

HUVEC IFN gamma !0.0 {9.0 

Secondary Tii act 

0.0 

0.0 

HUVEC TNF alpha + 
IFN gamma 

0.0 

0.0 

Secondary Thl rest 

0.0 . 

0.0 

HUVEC TNF alpha + \ QQ 
IL4 \ 

0.0 

Secondary Th2 rest 

0.0 

0.0 

HUVEC 1L-11 

0.0 

0.0 

Secondary Tii rest 

0.0 

0.0 

Lung Microvascular 
EC none | 

0.0 

0.0 

Primary Thl act 

0.0 

0.0 

Lung Microvascular 
EC TNFalpha + IL- 
Ibeta 

0.0 

0.0 

Primary Th2 act 

0.0 

0.0 

Microvascular Dermal 
EC none 

0.0 

0.0 

Primary Trl act 

0.0 

0.0 

Microsvasular Dermal 
EC TNFalpha + IL- 
lbeta 

0.0 

0.0 

Primary Thl rest 

0.0 

0.0 

Bronchial epithelium 
TNFalpha +IL1 beta 

0.0 

0.0 

Primary Th2 rest 

0.0 

0.0 

Small airway L q 
epithelium none | 

0.0 
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Primarv Tvl re^t i 
i iiiiiui y 111 i wi 

— — . . — i 

0.0 

0.0 

.Small airway 
'epithelium TNFalpha 
'-HL-lbeta 

j 1 """ 
11.5 |0.0 

CD4SRA CD4 
lymphocyte act 

0.0 

0.0 

iCoronery artery SMC ■ 
rest 

0.0 

0.0 

CD45RO CD4 

Ivmnlmrvtp a/*t 
i y iiiyi\\j\,y ic qui 

0.0 

0.0 

iCoronery artery SMC 
{TNFalpha +IL-1 beta 

0.0 

0.0 

CDS lymphocyte act 

0.0 

0.0 

(Astrocytes rest 

0 0 

0 0 

Secondary CDS 
lymphocyte rest 

0.0 

0.0 

i 

Astrocytes TNFalpha 
+ IL-lbeta 

9.9 

0.0 

Secondary CDS 
lymphocyte act 

— — «f =■ 

0.0 

~- — 
0.0 

i 
t 
i 

KU-8 12 (Basophil) 
rest 

0.0 

0.0 

CD4 lymphocyte 
none 

0.0 

0.0 

jKU-8 12 (Basophil) 
!PMA/ionomycin 

0.0 

0.0 

2ry 

Thl/Th2/Trl_anti- 
CD95 CHI 1 

0.0 

■■" 

0.0 

|CCD1106 

](Keratinocytes) none 

KJ.O 

0 0 

v/.v 

t AK cells rest 

0.0 

0.0 

jCCDl 106 
j(Keratinocytes) 
;TNFalpha+lL-lbeta _ 

4.5 i 

0.0 

LAIC cells IL-2 

0 0 

0.0~ 

iLiver cirrhosis 

14.9 

19.9 

LAK cells IL-2+IL- 
12 

0.0 

0.0 

;NCI-H292 none 

19.9 

0.0 

LAK cells IL-2+IFN 

0.0 

0.0 


NCI-H292 IL-4 

62.4 

0.0 

L^^eiinL^2+][L--' 

0.0 

0.0 


NCI-H292 IL-9 

57.8 

0.0 

LAK cells 
PMA/ionomvcin 

0.0 

0.0 

r 

|NCI-H292IL-13 

73.2 

0.0 

NK Cells IL-2 rest 

0.0 

0.0 

NCI-H292 IFN 
gamma 

21.0 

0.0 

Two Way MLR 3 
day 


0.0 

HPAEC none 

0.0 

0.0 

Two Way MLR 5 
day 

n n 

0.0 

HPAEC TNF alpha + 
IL-1 beta 

3.6 

0.0 

Two Way~MLR*7 
day 

1>.U 

0.0 

Lung fibroblast none 

17.0 

0.0 

PRMC rest 

0 0 

0.0 

jLung fibroblast TNF 
jalpha + IL-1 beta 

0.0 

0.0 

PBMC PWM 

0.0 

0.0 

jLung fibroblast IL-4 

9.7 

48.3 

PBMC PHA-L 

0.0 

0.0 'Lung fibroblast IL-9 . 

6.7 

0.0 

Ramos (B cell) none 

0.0 

0.0 

jLung fibroblast 1L-13 

1.6 

17.1 

Ramos (B cell) 
ionomycin 

0.0 

0.0 

Lung fibroblast IFN 
gamma 

21.3 

.... 

26.2 

B lymphocytes PWM 

0.0 

0.0 

Dermal fibroblast 
CCD 1070 rest 

0.0 

0.0 

B lymphocytes 
CD40L and IL-4 

1.3 

0.0 

Dermal fibroblast 
CCD1 070 TNF alpha 

0.0 

0.0 
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EOL-1 dbcAMP 

0.0 

i 

iO.O 

1, _ 


Dermal fibroblast 
CCD1070 IL-1 beta 

o.o jo.o 

^ 

EbLT'dTcAMP 
PMA/ionomycin 

0.0 

io.o 


Dermal fibroblast IFN 
gamma 

o.o So.o 

! 

Dendritic cells none 

r o.o 

|0.0 

JDermal fibroblast IL-4 

0.0 

0.0 j 

Dendritic cells LPS 

0.0 

Io.o 

| Dermal Fibroblasts 
jrest 

0.0 

0.0 

Dendritic cells anti- L n 
CD40 j 

jo.o 


Neutrophils 
TNFa+LPS 

0.0 

0.0 

Monocles rest jo.0 

[o.o 


Neutrophils rest 

0.0 

0.0 

Monocytes LPS 

0.0 

;o.o 

;CoIon 

2.2 

8.7 

Macrophages rest 

oxT _ 


iLung 

2.1 

100.0 

Macrophages LPS 

o.(T ; 

joF""' 1 

(Thymus 

1.8 

0.0 

HUVEC none 

0.0 

jO.O 

iKidney : 

100.0 

36.9 

HUVEC starved (0.0 

6.6 

i 

I 




Table ABO . Panel 4D 


Tissue Name 

Rel. Exp.(%) 
Ag2505, Run 
164318134 

jRel. Exp.(%) 
Ag2667, Run 
158912431 

Rel. Exp.(%) 
Ag2767, Run 
162015289 

Rel. Exp.(%) 
Ag2831. Run 
162350949 

Secondary Thl act 

0.0 

o.o 

6.6"""' 

0.0 

Secondary Th2 act jo.6 

r oo~" 

fro 

oo 

Secondary Tri act 

0.2 

0.0 

0.0 

"o.o 

Secondary Thl rest 

bTo 

0.0 

0.0 

0.0 

Secondary Th2 rest 

0.3 

0.0 

0.0 

0.0 

Secondary Tii rest 

c J 

0^0 

o-o. 

0.0 

0.4 

Primary Th 1 act 

o.o" 

0.0 

0.0 

oo 

Primary Th2 act 

0.2 

o.o jo.o 

0.0 

Primary Trl act 

0.1 Jo.o 

0.0 

0.0 

Primary Thl rest 

0.1 

o.o io.o 

0.4 

Primary Th2 rest 

0.0 

o.o jo.o 

0.0 

Primary Trl rest 

0.1 

0.0 

0.3 

0.0 

CD4SRA CD4 lymphocyte 
act 

0.0 

0.0 

0.0 

0.0 

CD45RO CD4 lymphocyte 
act 

0.0 

0.0 

0.0 

0.0 

CDS lymphocyte act jO.O 

o.o 

0.0 

0.0 

Secondary CDS 
lymphocyte rest 

0.0 

0.0 

0.0 

0.0 

Secondary CDS 
lymphocyte act 

0.0 

0.0 

0.0 

0.0 

CD4 lymphocyte none 

0.0 |0.0 ! 

0.0 

0.0 

2ryThl/Th2/Trl anti- 
CD95 CH11 

0.0 

0.0 

0.0 

0.0 
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LAK cells rest JO.O 

o.o io.o 

0.0 

LAIC cells IL-2 ~"}o.O 

6.6 {6.6 

0.0 

LAK. cells IL-2+IL-12 jO.O 

o.o jo.o 

0.0 

LAK cells IL-2+IFN L Q 
gamma ' 

o.o jo.o 

0.0 

LAKcellsIL-2+IL-18 1 

0.0 . jo.o jo.o 

O.K) 

LAK cells 
PMA/ionomycin 

0.0 

o.o jo.o 

0.0 

NK Cells IL-2 rest 

0.0 

o.o io.o 

0.0 

Two Way MLR 3 day 

0.0 

o.o jo.o 

0.0 

Two Way MLR 5 day 

0.0 

o.o i 

0.0 

0.0 

Two Way MLR 7 day 

0.0 ! 

o.o i 

0.0 

0.0 

PBMC rest 

0.0 ! 

o.o Io.o 

0.0 

PBMC PWM 

b.i Jo.o 

0.0 

0.0 

PBMC PHA-L jO.O 

0.6 [O.O 

0.0 

Ramos (B cell) none 0.0 

0.0 jOJD t 12^—--. - 

Ramos (B cell) ionomycin jO.O 

6.3 jo.o jb.6 

B lymphocytes PWM 

0.2 _ 

0.3 i0.9 

0.7 

B lymphocytes CD40L 
andIL-4 

0.1 

0.7 ;o.o 

i 

0.0 

EOL-1 dbcAMP 

6.6 jo.o Io.o 

0.0 

EOL-1 dbcAMP 
PMA/ionomycin 

0.0 

0.0 jO.O 

0.0 

Dendritic cells none 

! 0.1 (0.0 ?0.0 

0.3 _ ' 

Dendritic cells LPS 

0.0 

o.o jo.o 

ao " 

Dendritic cells anti-CD40 

r 0,0 

0.0 \ 

0.0 
0.0 

|0.0 

Monocytes rest jO.O 

0.0 

0.0 

Monocytes LPS [6.0 

o.o Io.o io.o 

Macrophages rest jO.O 

0.0 _ 

0.3 |0.0 

Macrophages LPS |0.0 

0.0 

o.o |q.o_ 

HUVEC none jO.O 

0.0 ! 

0.0 

0.0 

HUVEC starved |0.3 

0.0 1 

0.0 

0.0 

HUVEC 1L-1 beta j0.2 

0.3 

0.0 

o.o 

HUVEC IFN gamma ]0.1 

o.o i 

0.0 

0.0 

HUVEC TNF alpha + IFNJq q 
gamma j 

0.0 

0.0 

0.7 

oh' 

HUVEC TNF aipha+ IU]5T 

Jo.o ;o.o 

HUVEC IL-11 (0.0 

jo.o 

0.0 

0.0 

Lung Microvascular EC 
none 

0.0 

0.0 

0.0 

0.0 

Lung Microvascular EC L ~ 
TNFalpha+IL-lbeta j 

0.3 

0.0 

0.0 

Microvascular Dermal EC L Q 
none j * 

0.0 

0.0 

0.0 
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Microsvasular Dermal EC 
TNFalpha + IL-lbeta 

Bronchial epithelium 
TNFalpha + ILlbeta 

0.2 
2.0 

i 

0.0 

1.4 

0.0 

0.0 

1.2 

0.0 

Small airway epithelium 
none 


U.U 

n n 

0.4 

Small airway epithelium 
TNFalpha + IL-lbeta 

. . ■. , 

19.6 

1 A A 

10.4 

ii./ 

C A 

Coronery artery SMC rest 

0.0 

0.0 


o.6 

Coronery artery SMC 
TNFalpha+IL-lbeta 

0.0 

0.0 

0.0 

0.0 

Astrocytes rest 

2.0 

2.6 

1.9 

2.3 ! 

Astrocytes TNFalpha + 
IL-lbeta 


4.6 

8.2 

4.4 

KU-812 (Basophil) rest 

o.o 1 

0.0 

0.0 

0.0 

KU-81 2 (Basophil) 
PMA/ionomycin 

CCD1106(Keratinocytes) ( 
none 

0.0 

0.3 

0.0 

0.0 

^ , 

0.4 

0.4 

0.8 

0.6 

_ 

CCD1 106 (Keratmocytes) 
TNFalpha + IL-lbeta 

1.3 

0.0 

2.0 

1.5 

Liver cirrhosis 

7.5 

3.4 

8.0 

d 7 

Lupus kidney 

13.3" 

'6.5 _ |12.2 _ _ 


NCI-H292none 

21.8 jll.O !14.9 

15.5 

Nc£h292IL-4 _ 
NCI-H292^IL"-9^ 

42.0 * j36.1 ]43.5 

44.4 

41.8 " 

483 J32.8 

28.1 

NCI-H292IL-13 

20.9 

17.2 |30.4 

21.6 

NCI-H292 IFN gamma 

14.4 

12.9 |14.6 

10.2 

HPAEC none 

0.0 

0.0 iO.O 

o.o"" 

HPAECTNF alpha +IL-1 
beta 

0.5 

0.9 ll.l 

1.0 

Lung fibroblast none 

Lung fibroblast TNF alpha 
+ IL-1 beta 

4.5 _ 

2.4 |2.6 

4.5 

0.3 

_ _ r — — 

0.2 jO.O 

i .... 

0.0 

Lung fibroblast IL-4 

14.6 (6.3 |9.0 

8.8 

Lung fibroblast IL-9 

3.9 

1.0 {8.6 

2.9 

Lung fibroblast IL-13 

8.7 

5.6 |5.9 

3.5 

Lung fibroblast IFN 
gamma 

14.9 



3.8 

6.7 

4.5 

Dermal fibroblast 
CCD1 070 rest ^ 

Dermal fibroblast , 
CCD1070 TNF alpha 

0.0 

i 

o.o jo.o 

0.0 

0.0 

o.o jo.o 

0.0 

Dermal fibroblast 
CCD1070 IL-1 beta 

0.0 

0.0 

jo.o 

0.0 
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Dermal fibroblast I FN 
gamma 

0.0 

J 

0.0 


0.0 

0.0 

Dermal fibroblast IL-4 

02 

j0.8 

jO.S 

0*X)~~ 

IBD Colitis 2 

0.3 ~~ 

|0.0 

{0.4 

OA 

IBD Crohn's 

9.9 

U.i 


2.7 

3.6 

Colon 

41.2 

20.9 

27.5 

20.0 

Lung 

61.6 

35.1 

34.6 

35.4 

Thymus 

ioo.o 

100.0 

100.0 

100.0 

Kidney 

21.3 

13.9 

14.9 

14.0 


Table ABR . Panel 5 Islet 


Tissue Name 

Rel. Exp.(%) j 

Ag2505,Run 

248045752 

Tissue Name 

Rel. Exp.(%) 
Ag2505, Run 
248045752 

97457_Patient- 
02go_adipose 

32.3 

V4 /uy_L/onor 1 am - A_aaipose 

0.0 

97476 J>atient- 
07sk_skeletal muscle 

8.2 

947lO_Donor l Aivi - D_aaipose 

n n 

9747f Patient- 
07ut_uterus 

31.4 

yH I 1 l_UOnOr /. Aivl - L/_aUipObc 

0.0 

97478J > atient- 
07pl placenta 

3.5 

Qzt'710 HAnAr 9 AH . A aHinncp 
y 1 * I 1 Z L/OnOI L t\U - r\ dUljJUaC 

0.0 

99767 Bayer Patient 1 (9.5 

94713 Donor 2 AD - B_adipose 

0.0 

97482_Patient- 
OSutjjterus 

90.1 

94714_Donor 2 AD - C_adipose 

0.0 

97483_Patient- 
08pl_placenta 

■ 

7.4 

94742 Donor 3 U - A Mesenchymal Stem 
Cells 

0.0 

97486_Patient- 
09sk_skeletal muscle 

1.4 

• 

94743 Donor 3 U - B_Mesenchymal Stem 
Cells 

0.0 
0.0 

97487__Patient- ' 
09ut uterus 

78.5 

94730_Donor 3 AM - A_adipose 

97488_Patient- 
09pl_placenta 

0.6 

9473 1 JDonor 3 AM - B_adipose 

0.0 

97492_Patient- 
lOutjiterus 

66.0 

94732_Donor 3 AM - C_adipose 

0.2 

97493_Patient- 
10pl_placenta 

3.1 

94733_Donor 3 AD - A_adipose 

0.0 
0.0 

97495_Patient- 
1 lgo_adipose 

28.3 

94734_Donor 3 AD - B_adipose 

97496_Patient- 

1 lsk skeletal muscle 

5.8 

94735_Donor 3 AD - C_adipose 

0.0 
21.2 

97497_Patient- 
1 1 ut_uterus 

35.4 

77138_Liver_HepG2untreated 

97498_Patient- 
1 lpl_p1acenta 

2.0 

73556JHeart_Cardiac stromal cells 
(primary) _ ^ . 

0.0 

97500_Patient- 
1 2go_adipose 

35.1 

S1735_SmaII Intestine 

36.9 
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97501 _Patient- 
12sk skeletal muscle 

9.9 

72409_KiclneyJProxinial Convoluted 
Tubule 

4.6 

97502_Patient- 
12ut uterus 

100.0 

82685_Small intestineJDuodenum 

27.0 

97503_Patient- 
1 2pl_placenta 

4.1 

90650_Adrenal_AdrenocorticaI adenoma 

0.3 

94721JDonor2U- 
A Mesenchymal Stem 
Ceils 

0.0 

72410_Kidney_HRCE 

7.2 

94722JDonor 2 U - 
B Mesenchymal Stem 
Cells 

0.0 

72411_Kidney_HRE 

10.7 

94723 JDonor2U- 
C Mesenchymal Stem 
Cells 

0.0 

73139JJterusJJterine smooth muscle 
cells 

0.0 


Table ABS . general oncology screening panel_v_2.4 


!ReI. Exp.(%) 
Tissue Name jAg2505, Run 
|267145080 

Rel. Exp.(%) 
Ag5113, Run 
260280405 

Rel. Exp.(%) 
Ag5124, Run 
259936347 

Colon cancer 1 ]7.7 |3.7 

9.3 ' 

Colon NAT 1 {2.5 [1.3 

3.6 

Colon cancer 2 |26.4 |0.9 

9.5 

Colon NAT 2 {8.4 |2.8 

0.0 ' r 

Colon cancer 3 f38.2 \SA 

20.0 

Colon NAT 3 |l6.7 

14.0 

18.6 ^ 

Colon malignant jg 0 7 
cancer 4 ] 

F. . 

20.3 

Colon NAT 4 |8.7 

8.7 

4.4 

Lung cancer 1 J7.2 ;2.4 

5.3 

Lung NAT 1 |8.6 |6.0 

16.5 

Lung cancer 2 \l6A j8.4 J67.8 

Lung NAT 2 J 1 7.4 

15.2 \693 

Squamous cell \\$6 
carcinoma 3 i 

12.8 

76.8 

Lung NAT 3 jg.3 

2.6 

0.0 

Metastatic melanoma 1 |l4.5 

11.5 

36.1 

Melanoma 2 jl.l 

0.0 

0.0 

Melanoma 3 |2.5 

frs 

1.4 

Metastatic melanoma 4 1 13.5 

7.3 

100.0 

Metastatic melanoma 5 j 12.6 

11.0 

99.3 

Bladder cancer 1 jl.O 

2.0 

0.0 

Bladder NAT 1 jo.O 

0.0 

0.0 

Bladder cancer 2 |2.4 

3.5 

6.0 
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Bladder NAT 2 

0.3 ~ ] 

0-5 j 

0.0 

Bladder NAT 3 

0.7 jO.O J 

0.0 

Bladder NAT 4 j 

1.5 JO.O ! 

12.5 

Prostate 

adenocarcinoma 1 

r 

100.0 Jioo.o 

0.0 

Prostate 

adenocarcinoma 2 

12.9 |5.6 

2.8 

Prostate 

adenocarcinoma 3 

15.1 jl.7 : 

6.8 

Prostate 

adenocarcinoma 4 

15.9 

2.1 ; 

18.2 

Prostate NAT 5 

14-7 _ ! 

2.3 

°JL 

Prostate j 
adenocarcinoma 6 j 

2.0 

y 

Prostate \\6 2 
adenocarcinoma 7 j 

8.1 

35.6 

Prostate 

adenocarcinoma 8 

4.5 

2.3 

0.0 

Prostate 

adenocarcinoma 9 

33.4 

21.0 

69.3 

Prostate NAT 10 

in ' 

o""'~ 

0.0 

Kidney cancer 1 |9.6 

1.1 

18.0 

Kidney NAT 1 ' ]33.4 . 

4.0 

27.4 

Kidney cancer 2 1 19.8 

6.0 

65.1 

Kidney NAT 2 

64.6 110.2 j31.6 

Kidney cancer 3 

7.1 jl.6 \22 , 

Kidney NAT 3 

29.7 jl.7 112.7 

Kidney cancer 4 !S.5 |5.2 jl2.8 _ 

Kidney NAT 4 ]7.9 |2.1 

,26.6 


AI_comprehensive panel_vl.O Summary: Ag2505/Ag2831 Two experiments 
with different probes and primer sets are in excellent agreement, with highest expression of 
this gene seen in rheumatoid arthritis bone (CT=27-29). This gene shows ubiquitous 


expression, but expression of this gene is higher in bone, synovium, cartilage and synovial 
5 fluid from RA patients as compared to expression in samples from OA patients, norma! and 
diseased lung. Expression of this gene is downregulated in Crohn's samples as compared to 
the corresponding control samples. This gene encode a putative novel adhesion molecule 
which is homologous to mouse POEM (preosteoblast epidermal growth factor-like repeat 
protein with meprin)or nephronectin. Murine nephronectin may function in multiple 
10 biological processes including development of the kidney (1) and bone (2) and contribute to 
liver and lung fibrosis (3). Therefore, therapeutic modulation of this gene may be useful in 
the treatment of autoimmune and inflammatory diseases such as rheumatoid and 
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osteoarthritis, Inflammatory bowel disease, COPD, asthma, psoriasis, liver and lung 
fibrosis. 

References: 

1. Miner JH. J Cell Biol 2001 Jul 23;I54(2):257-9, PMID: 11470814. 

5 2. Morimura N et aL 2001, J. Biol. Chem. 2000 Nov 9;276(45):42172-42181, 

PMID: 11546798. 

3. Levine etal, 2000, Am J Pathol 2000 Jun;156(6):1927-35, PMID: 10854216. 

CNS_iieurodegeneration_vLO 
Summary: Ag2505/Ag2667/Ag2767/Ag2831/Ag7237 Six experiments with three different 

1 0 probe and primer sets are in excellent agreement. This panel confirms the expression of this 
gene at low levels in the brain in an independent group of individuals. This gene is found to 
be upregulated in the temporal cortex of Alzheimer's disease patients. This gene codes for a 
homolog of mouse POEM (Nephronectin short isoform), a cell adhesion molecule with 
EGF domains. Alpha secretase activity, which is generally believed to be a beneficial 

15 processing alternative to beta secretase, is increased by EGF in neuronal cells (1). This 

suggests the increased expression of this gene observed here is a compensatory action in the 
brain to counter the mechanisms of Alzheimer's Disease. Therefore, the protein encoded by 
this gene may be a potential therapeutic agent for the treatment of Alzheimer's disease and 
other neurodegenerative diseases. 

20 EGF is also known to facilitate long term potentiation (LTP) in the hippocampus, a 

process thought to underlie learning and memory (2). Therefore, this gene may have utility 
in treating disorders of memory, such as neurodegenerative diseases and aging, when used 
alone or incombination with other growth factors such as bFGF. 

In addition, EGF supports the growth and differentiation of dopaminergic neurons 
25 (3), which are selectively vulnerable to loss in Parkinson's disease. Therefore, this gene 
product may have utility in treating Parkinson's Disease. 

Ag51 13 Expression of this gene is low/undetectable (CTs > 35) across all of the 
samples on this panel (data not shown). 

References: 

30 1 . Slack BE, Breu J, Muchnicki L, Wurtman RJ, 1997, Biochem J 327 (Pt i):245-9. 
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2. Abe K, Ishiyama J 5 Saito H, 1992, Brain Res 593(2):335-8. 

3. Storch A, Paul G, Csete M, Boehm BO, Carvey PM, Kupsch A, Schwarz J, 2001, 
Exp Neurol 170(2):3 17-25. 

General_screening_panel_vl.5 Summary: Ag5 1 13/Ag5124 Highest expression 
5 of this gene is detected in fetal lung (CT=29). Low but significant expression of this gene is 
also seen in tissues with metabolic function including adipose, pancreas, and gastrointestinal 
tract. See panel 1.3 for further discussion of this gene. 

Generaljscreening _panel_vl.6 Summary: Ag7237 Highest expression of this 
gene is detected in fetal lung (CT=27). Expression of this gene is higher in fetal (CTs=27- 

10 33) as compared to corresponding adult lung, kidney, liver and skeletal muscle tissues 
(CT=32-40). Therefore, expression of this gene may be used to distinguish between these 
fetal and adult tissues. In addition, the relative overexpression of this gene in fetal tissue 
suggests that the protein product may enhance growth or development of these tissues in the 
fetus and thus may also act in a regenerative capacity in the adult. Therefore, therapeutic 

1 5 modulation of the protein encoded by this gene could be useful in treatment of lung, liver, 
kidney and muscle related diseases. 

Moderate to low levels of expression of this gene is also seen in cancer cell lines 
derived from squamous cell carcinoma, brain, colon, renal, lung, breast, and ovarian 
cancers. Therefore, expression of this gene may be useful as diagnostic marker for detection 
20 of these cancers. Furthermore, therapeutic modulation of this gene may be useful in the 

treatment of squamous cell carcinoma, brain, colon, renal, lung, breast, and ovarian cancers. 

Moderate to low levels of expression of this gene is also seen in tissues with 
metabolic/endocrine functions and also in all the regions of brain. See panel 1.3D for further 
discussion of this gene. 

25 Panel 1.3D Summary: Ag2505/Ag2667/Ag2767/Ag283 1 Four experiments with 

two different probes and primer sets are in good agreement. Highest expression of this gene 
is detected in the thyroid and fetal lung (CTs=29-3 1). Moderate to low levels of expression 
of this gene is also seen in other tissues with metabolic/endocrine functions, including 
skeletal muscle, fetal skeletal muscle, small intestine, stomach, pancreas, adipose and fetal 

30 heart. Very low levels are also seen in heart and placenta. Nephronectin is the ligand for the 
alpha8betal integrin as evidenced by two independent sets of published data (1,4). Integrins 
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are known to mediate development and organogenesis (5,6). Nephronectin can bind 
integrins including alpha5beta3, alpha5beta5, alpha5beta6 and alpha4beta7, but not 
alpha4betal, alpha3betal, alpha2betal or alphalbetal . Nephronectin interacts with integrins 
via the RGD sequence, but RGD alone is not sufficient for binding, the MAM domain is 
5 also required (2). MAM domains are thought to have an adhesive function. Thus, 
modulation of the expression or activity of this gene product by protein or antibody 
therapeutics may be an effective therapeutic for disorders involving alphaSbetal integrin 
signaling including inflammatory diseases. 

Obesity has also been linked as an inflammatory condition (7) and thus humanized 
1 0 antibodies may also be therapeutically relevant in treating this condition and related 
complications such as type II diabetes. 

Overall, this gene is expressed at a low to moderate level in the normal tissues on 
this panel. Furthermore, the brain, prostate, lung and colon cancer cell lines show a very low 
level of expression compared to the normal organs. This suggests that this molecule can 
1 5 potentialy be used as a therapeutic inhibitor for these cancers. 

Moderate to low levels of expression is seen in all the regions of the central nervous 
system including substantia nigra, hippocampus, cortex, amygdala, thalamus and spinal 
cord. POEM is a ligand for alpha8betal integrin, which in turn promotes attachment, cell 
spreading, and neurite outgrowth on fibronectin (8). See CNS_neurodegeneration_vl.O for 
20 discussion of this gene in the central nervous system. 

Reference: 

4. Brandenberger RetaL, 2001, J Cell Biol 154(2):447-58, PMID: 11470831. 

5. Schwartz et al % 1995, Annu. Rev. Cell Dev. Biol. 1 1, 549-599, PMID: 86S9569. 

6. Clark and Brugge, 1995, Science 268, 233-239, PMID: 77165 14. 
25 7. Das UN, 2001, Nutrition 17(1 l-12):953-66, PMID: 11744348. 

8. Muller et a/., 1995, Mol Biol Cell 6(4):433-48, PMID: 7626807 

Panel 2.2 Summary: Ag2831 Highest expression of this gene is detected in kidney 
(CT=30.3). Expression of this gene is down regulated in kidney, lung and colon cancer as 
compared to the corresponding normal adjacent tissue. Conversely, increased expression of 
30 this gene is seen in breast cancer samples. Therefore, expression of this gene may be used to 
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distinguish between cancer and normal kidney, lung, colon and breast. In addition, 
therapeutic modulation of this gene or its protein product in the form of protein therapeutic 
or through the use of antibodies may be useful in the treatment of kidney, lung, colon and 
breast cancer. 

5 Panel 2D Summary: Ag2667/Ag2767/Ag283 1 Three experiments with same probe 

and primer sets are in excellent agreement, with highest expression of this gene in 
metastatic breast cancer sample (CTs=26). Expression of this gene in this panel correlates 
with the expression pattern seen in panel 2.2. See panel 2.2 for further discussion of this 
gene. 

10 Panel 3D Summary: Ag2831 Highest expression of this gene is detected in a small 

cell lung cancer NCI-H146 ceil line (CT=29.7). Moderate to low levels of expression of this 
gene is also seen in cancer cell lines derived from epidermoid carcinoma, 
rhabodomyosacoma, gastric, colon and small cell lung cancers. Therefore, expression of this 
gene may be used as diagnostic marker for detection of these cancers. Furthermore, 

15 therapeutic modulation of this gene or its protein product through the use of antibodies may 
be useful in the treatment of these cancers. 

Panel 4.1D Summary: Ag2831 Highest expression of this gene is detected in 
kidney (CT=3 1 .3). In addition, moderate to low levels of expression of this gene is mainly 
seen in lung fibroblasts, and mucoepidermoid NCI-H292 cells. Expression of this gene is 
20 upregulated in cytokine treated NCI-H292 cells, small airway epithelium "and astrocytes. 
This expression pattern correlates with the expression observed in panel 4D. See panel 4D 
and AI panel for further discussion of this gene. 

Ag5 1 13/Ag5124 Highest expression of this gene is seen in lung (CT=33). Low 
levels of expression of this gene is also seen in kidney and IL-4 treated lung fibroblasts. 

25 Panel 4D Summary: Ag 2505 Highest expression of this transcript is found in the 

thymus and the lung(CTs=27-28). Consistent with this lung expression, this transcript is 
found in the pulmonary mucoepidermoid cell line H292 and is up-regulated upon treatment 
with the Th2 cytokines IL4 and IL9. This gene is also expressed at lower levels in lung 
fibroblasts treated with IL4. This transcript profile suggests that modulation of the 

30 expression or activity of this gene product by protein or antibody therapeutics may be 
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beneficial for the treatment of inflammatory lung diseases such as asthma, emphysema and 
chronic obstructive pulmonary diseases. 

Furthermore, therapeutics designed with the protein encoded for by this transcript 
could be important for maintaining or restoring normal function of thymus during 
5 inflammation. 

Panel 5 Islet Summary: Ag2505 Highest expression of this gene is detected in 
uterus (CT=30). Moderate expression of this gene is also seen in adipose and skeletal 
muscle of gestational diabetic patients requiring and not requiring daily injections of insulin. 
This gene is also expressed in samples derived from pregnant and a nondiabetic, but 
10 overweight patient. In addition, this gene is also expressed in islet beta cells (those that are 
insulin producing) and small intestine. Therefore, therapeutic modulation of this gene may 
be useful in the treatment of metabolically related diseases including obesity, Type I and 
Type II diabetes. 

general oncology screening panel_v_2.4 Summary: Ag2505 Highest expression 
1 5 of this gene is detected in prostate cancer (CT=27.7). Moderate to low levels of expression 
of this gene is seen in both normal and cancer samples derived from colon, lung, prostate 
and kidney. As Consistent with panels 2.2 and 2D, expression of this gene is downregulated 
in kidney cancer as compared to normal kidney. But higher expression of this gene is seen 
in colon cancer as compared to corresponding normal adjacent sample. Therefore, 
20 expression of this gene may be used to distinguish between cancer and normal kidney and 
colon tissue. See panel 1 .3, 1 .6, 2.2 for further discussion of this gene. 

Ag51 13/Ag5124 Highest expression of this gene is seen in metastatic melanoma and 
prostate cancer (CTs=3 1-33.7). Significant expression of this gene is seen in cancer samples 
derived from kidney, lung, and prostate cancers. 

25 AC. CG51264-01, CG51264-06 and CG51264-07: ST7-LIKE 

PROTEIN (17941787). 

Expression of gene CG5 1264-01, CG51264-06 and CG51264-07 was assessed using 
the primer-probe set Ag7547, described in Table ACA. Results of the RTQ-PCR runs are 
shown in Table ACB. 

30 Table ACA . Probe Name Ag7547 
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Primers 

Forward 


ISequences 


agcattgggatgtacttgtaagc- 


23 


Probe 
Reverse 


TET- 5 * - 

ctgtgtttcaaatgatcttctttcaaac 
a-3 ' -TAMRA 


5' -ttctgcttccactcttgacaa-3 • 


Length 


Start 
jPosition 

1592 


29 


21 


1630 


1659 


SEQ ID No 

363 


364 


365 


Table ACB . Panel 5 Islet 


Tissue Name 

Rel. Exp.(%)j j 
Ag7547, RunjTissue Name 
308743747 j 

Rel. Exp.(%) 
Ag7547, Run 
308743747 

97457_Patient- 
02go_adipose 

3 .5 94709_Donor 2 AM - A_adipose 

23.3 

97476_Patient- 
07sk skeletal muscle 

0.0 |94710_Donor 2 AM - B_adipose 

23.0 

97477_Patient- 
07ut_uterus 

6.1 

9471 l_Donor 2 AM - C_adipose 

16.4 

9747S_Patient- 
07pl_placenta 

1.0 

947 1 2_Donor 2 AD - A_adipose 

43.5 

99167_Bayer Patient 1 

4.8 

9471 3_Donor 2 AD - B^adipose 

66.0 

97482 JPatient-"' 
08ut_uterus 

3.7 

94714__Donor2 AD-C_adipose J47.0 

974*S3_Patient-*""" 
08pl__placenta 
97486_Patient- 
09sk_ske!etal muscle 

"J94742 Donor3U-A Mesenchymal Stem i 
SCells"" 

21.9 
27.7 

7.3 

94743 Donor 3 U - B Mesenchymal Stem i 
Cells 

97487JPatient- 
09ut uterus 

4.6 

94730JDonor 3 AM - A_adipose 

41.2 

97488_Patient- 
09pl_placenta 
97492_Patient- 
lOut uterus 

0.8 

9473 I_Donor 3 AM - B_adipose 

43.5 

8.0 

94732_Donor 3 AM - C_adipose 

47.0 

97493_Patient- 
10pl_j>lacenta 

3.3 

94733_Donor 3 AD - A_adipose 

82.4 

97495_Patient- 
1 lgo_adipose 

1.7 

94734_Donor 3 AD - B_adipose 

100.0 

97496JPatient- 
11sk_skeletal muscle 

5.9 

94735_Donor 3 AD - C_adipose 

31.9 

97497_Patient- 
1 1 ut uterus 

14.4 

_ -- 

77 1 38_Liver_HepG2untreated 

4.5 

97498_Patient- 
llpl_placenta 

1.1 

73556_Heart_Cardiac stromal cells 
(primary) 

0.5 

97500_Patient- 
12go_adipose 

3.7 Jsi735_Small Intestine 

4.8 

97501_Patient- 
12sk_skeletal muscle 

172409 Kidney Proximal Convoluted 
14 ' 2 iTubule 

15.5 
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97502_Patient- 
12ut_uterus 

18.2 

i 

S26S5_Small intestine_Duodenum 

3.1 

97503_Patient- 
12pl_placenta 

3.0 

—I 

90650_Adrenal_Adrenocortical adenoma j 

0.8 

94721_Donor2U- 
A Mesenchymal Stem 
Cells 

30.1 


724lOJCidney_HRCE 

49.0 

94722_Donor 2 U - 
jB Mesenchymal Stem 
(Cells 

39.2 

724ll_Kidney_HRE 

9.5 

|94723_Donor2U- 
jC Mesenchymal Stem 
iCells 

51.1 

73l39JJterus_Uterine smooth muscle 
cells 

23.0 


Panel 5 Islet Summary: Ag7547 Highest expression of this gene is detected in 
differentiated adipose tissue. Moderate levels of expression of this gene is mesenchymal 


stem ceils, midway differentiated and differentiated adipose tissue. Low to moderate levels 
of expression of this gene is also detected in uterine smooth muscle, skeletal muscle from 
5 diabetic patient on insulin and kidney. Therefore, therapeutic modulation of this gene may 
be useful in the treatment of metabolic related diseases such as obesity, and diabetes. 

AD. CG51264-03, and CG51264-04: (17941787-31) ST7-LIKE 
PROTEIN. 

Expression of gene CG5 1264-03 and CG5 1264-04 was assessed using the primer- 
1 0 probe sets Ag2725 and Ag2727, described in Tables ADA and ADB. 


Table ADA . Probe Name Ag2725 


Primers 

Sequences 

Length 

Start 
Position 

SEQ ID No 

Forward 

5 • -ctgcaactaccagaatcattgc- ; 
3' 

22 jl415 

366 

Probe 

TET-5 ' - 

tggcaaacagaacccatctacttggt 
-3 ■ -TAMRA 

26 

1442 

367 

Reverse 

5 ■ - tgcaaggggatttaatgctact- : 
3 ■ 

22 

1469 

368 

Table ADB. Probe Name As2727 

Primers 



Sequences 

Length 

Start 
Position 

SEQ ID No 

Forward 

5* -ctgcaactaccagaatcattgc- 
3 ' 

22 

1415 

369 

Probe 

TET-5' - 

tggcaaacagaacccatctacttggt 
-3 ' -TAMRA 

26 

1442 

370 
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Reverse 


15 ' - tgcaaggggatttaatgctact- 
13 1 


22 


11469 


371 


AE. CG52423-01: PV1-LIKE PROTEIN (35441 79_EXT). 

Expression of gene CG52423-01 was assessed using the primer-probe sets Agl039, 
Agl537, Ag760 and Ag4932, described in Tables AEA, AEB, AEC and AED. Results of 
the RTQ-PCR runs are shown in Tables AEE, AEF ? AEG, AEH, AEI, AEJ, AEK, AEL, 
AEM and AEN. 

Table AEA. Probe Name Agl039 


Primers jSequences 

Length 

Start 
Position 

SEQ ID No 

Forward \ S ' -a a 99 a 9 caact 9caaaaggt-- 
P ' 

20 

753 

372 

jTET-5 ' - l 
Probe jctgcccctggacaaggacaagttt- ;24 
|3 ' -TAMRA | 

786 

373 

jacaggttacgaaggtccatctc-3 ' i " 

810 

374 


Table AEB , Probe Name Agl537 


Primers 

I u IStart 
Sequences jLength jp osit ion 

SEQ ID No 

Forward 

5' -aaggagctggaagagaagaaga- j 22 j n9? | 375 

Probe 

TET- 5 ' - 1 
atcagaaactcagccctggacacctg [26 jl251 
- 3 ' -TAMRA { j 

376 

Reverse 

5' -gctgcgacttggtcttgat-3 ' =19 jl278 

377 

Table AEC. Probe Name Ae760 

Primers 

Sequences 

Length 

Start 
Position 

SEQ ID No 

Forward 

5 ' -caccatgacaacgacacctata- 
3' 

22 

1924 

378 

Probe 

TET-5 ' - 

atatggcaccaacatcacatgcacg- 
3 ' -TAMRA 

25 

1947 1 

379 

Reverse 

5 ' - tgggtagaaagtgtgtgtgaaa- 
3' 

22 

1979 

380 

Table AED. Probe Name Ag4932 



Primers 

Sequences jLength 

Start 
Position 

SEQ ID No 

Forward 

5 ' -aatgcagagatcaattcaagga- 

535 

381 

! 
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Probe 

TET- 5 1 - 

aacaagagctgcgatgccttgctctt 
-3 ' -TAMRA 

26 

561 

382 

Reverse 

5 • - tcttcaccttctgattcagcat- 

3 • ! - " 

588 

3S3 


Table AEE. Ardais Panel v. 1.0 


[ fcel. Expf(%) ! 
Tissue Name Agl537, Run 
2676801S9 

Tissue Name 

Rel. Exp.(%) 1 
Agl537, Run | 
2676801^ 

T36799_Lung cancer(3 62)^23.8 

136787 Jung cancer(356) 

8.1 "~ 

l36800_LungNAT(363) }15.6 

1367SSJungNAT(357) 

52.5 

1 368 1 3 Lung cancer(372) {45.4 

1 

1 36806 jAtng 
cancer(36B) 

35.6 

136814__LungNAT(373) |14.4 

1 36 807_Lung NAT(3 6C) 

18.8 

1 368 1 5 JLung cancer(374) j39.2 

136789 Jung cancer(358) 

65.1 

1368 16 JLung NAT(375) JlOO.O 

1 36802 jAing cancer(365) 

49.3 

136791_Lung j 22 - 
;cancer(35A) 

136803JLung cancer(368) 

24.5 

jl36795 JLung cancer(35E)j35.4 

r 136804_Lung cancer(369) 

38.2 

^36797 JLung cancer(36Q) [22.4 

1 36S 1 l_Lung cancer(370) 

14.9 

1*136794 Jung NAT(35D) j 1 4.3 

J136810 LungNAT(36F) (31.4 

fl36818 LungNAT(377f 133.0* | " 1 


Table AEF . CNS_jieurodegeneration_vl .0 


Tissue Name 

Rel.£xp.(%) , 
Agl537,Run ' 
266937073 

Rel. Exp.(%) ! 

Ag4932,Run 

269217367 

Tissue Name 

Rel. Exp.(%) 
Agl537, Run 
266937073 

Rel. Exp.(%) 
Ag4932, Run 
269217367 

AD 1 Hippo 

13.1 

9.5 

Control (Path) 3 
Temporal Ctx 

4.2 

0.0 

AD 2 Hippo 

14.2 

22.1 

Control (Path) 4 
Temporal Ctx 

1.5 

5.7 

AD 3 Hippo 

0.0 

3.4 

AD 1 Occipital 
Ctx 

5.9 

6.8 

AD 4 Hippo 

,1 

3.5 jl.9 

AD 2 Occipital 
Ctx (Missing) 

0.0 

0.0 

AD 5 Hippo 

23.3 

25.7 

AD 3 Occipital 
Ctx 

0.0 

1.6 

AD 6 Hippo 

16.6 

29.5 

AD 4 Occipital 
Ctx 

5.4 

4.2 

Control 2 Hippo 

43.8 

28.1 

AD 5 Occipital 
Ctx 

25.2 

IS.8 

Control 4 Hippo 

100.0 

56.6 

AD 6 Occipital 
Ctx 

4.3 

6.9 
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Control (Path) 3 
Hippo 

49.3 

100.0 

Control 1 
Occipital Ctx 

0.0 

0.0 

AD 1 Temporal 
Ctx 

.... 

11.5 

8.3 

Control 2 
Occipital Ctx 

19.3 

14.0 

AD 2 Temporal 
Ctx 

28.5 ! 

25.3 

Control 3 
Occipital Ctx 

23.5 

8.2 

AD 3 Temporal 
Ctx 

1.7 

0.9 

Control 4 
Occipital Ctx 

3.3 

4.1 

AD 4 Temporal 
Ctx 

3.8 

11.7 

Control (Path) 1 
Occipital Ctx 

15.4 

13.5 

AD 5 Inf 
Temnoral Ctx 

31.0 

■na HMI T- 

36.3 

Control (Path) 2 
Occipital Ctx 

7.9 

1.1 

AD 5 Sup 
Temnoral Ctx 

67.8 

— • - 

96.6 

Control (Path) 3 
Occipital Ctx 

0.0 

1.0 

AD 6 Inf 
Temnoral Ctx 

23.7 

38.2 

Control (Path) 4 
Occipital Ctx 

0.0 

9.0 

AD 6 Sup 
Temporal Ctx 

13.3 

22.4 

Control I 
Parietal Ctx 

3.4 

0.8 

Control 1 
Temporal Ctx 

0.0 

6.3 

Control 2 
Parietal Ctx 

23.7 

22.2 

Control 2 
Temporal Ctx 

34.2 

28.7 

'Control 3 
IParietal Ctx 

4.0 

0.0 

Control 3 
Temporal Ctx 

12.9 

13.4 

Control (Path) 1 
Parietal Ctx 

28.3 

14.0 

Control 3 
Temporal Ctx 

13.0 

6.8 

IControl (Path) 2 
;Parietal Ctx 

5.0 

10.0 

Control (Path) 1 
Temporal Ctx 

43.5 

26.1 

IControl (Path) 3 
Parietal Ctx 

0.0 

1.2 

Control (Path) 2 
Temporal Ctx 

12.2 

10.0 

Control (Path) 4 
(Parietal Ctx 

16.3 

12.2 


Table AEG . General_5creening_panel_vl.5 


Tissue Name 

Rel. Exp.(%) 
Ag4932, Run 
228843451 

Tissue Name 

Rel. Exp.(%) 
Ag4932, Run 
228843451 

Adipose 

0.0 

Renal ca. TK-10 

0.0 

Melanoma; 1 ' Hs6S8(A).T J 

0.0 

Bladder 

86.5 

Melanoma* Hs6S8(B).T 

0.0 

Gastric ca. (liver met.) 
NC1-N87 

4.5 

Melanoma" 1 M14 

0.0 

Gastric ca. KATO III 

0.0 

Melanoma* LOXIMVI _ 

0.0 

Colon ca. SW-948 

0.0 

Melanoma* SK-MEL-5^ 

0.0 

Colon ca. SW480 

0.0 

Squamous cell carcinoma 
SCC-4 

0.0 

Colon ca.* (SW480 met) 
SW620 

0.0 

Testis Pool 

10.7 

Colon ca. HT29 

0.0 

Prostate ca.* (bone met) 
PC-3 

0.0 

Colon ca. HCT-116 

0.0 
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Prostate Pool 1 

14.7 

jColon ca. CaCo-2 

jo.o 

Placenta j 

42.6 

jColon cancer tissue 

151.1 _ 

Uterus Poo! |53.6 

jcolon ca. SW1116 

jo.o 

Ovarian ca^OVCAR-3 

0.0_ 

jColon ca. Colo-205 

0.0 

Ovarian ca. SK-OV-3 

o.<T 

jColon ca. SW-48 

fO.O 

Ovarian ca. OVCAR-4 

0.0 

jColon Pool 

|89.5 

Ovarian ca. OVCAR-5 

0.2 

(Small Intestine Pool 

(iT.7 

Ovarian ca. IGROV-1 

0.0 

jStomach Pool 

137.9 _ 

Ovarian ca. OVCAR-S 

0.1 


Bone Marrow Pool 

146.0 

Ovary 

11.1 

jFetal Heart 

1 

A 

15.1 

tsieast ca. MLr-/ 

0.0 

iHeart Pool 

|22.2 

Breast ca. MDA-MB-23 1 

0.0 

l 

Lymph Node Pool 

(66.9 

Breast ca. BT 549 

0.0 


Fetal Skeletal Muscle 

| 

23.2 

Breast ca. T47D 

0.0 

— i 

Skeletal Muscle Pooj^^ 


32.5 _____ 

Breast ca. MDA-N 

0.0 

jSpieen Pool 

1 100.0 

Breast Pool 

62.4 j 

Thymus Pool j30.6 

Trachea 

47.3 


CNS cancer (glio/astro) L n 
U87-MG j 

Lung 

4.3 


CNS cancer (glio/astro) L , 
U-118-MG " j ' 

Fetal Lung 

17.2 

CNS cancer (neuro;met) 
SK-N-AS 

I 

i 

0.1 

Lungca. NCI-N417 

0.0 


CNS cancer (astro) SF- 
539 

i 

0.0 

Lung ca. LX-1 

0.0 

" ICNS cancer (astro) SNB- 
!75 _ _ 


0.0 

Lung ca. NCI-H146 

0.0 

CNS cancer (glio) SNB- 
19 

0.0 

Lung ca. SHP-77 ]6.0 | 

CNS cancer (glio) SF-295 

0.7 

Lung ca. A549 

0.0 

Brain (Amygdala) Pool 

1.0 

Lung ca. NCI-H526 

0.0 

Brain (cerebellum) 

2.0 

Lung ca. NCI-H23 

0.0 

Brain (fetal) 


2.6 nn 

Lung ca. NC1-H460 

0.0 

Brain (Hippocampus) 
Pool 


2.1 

Lung ca. HOP-62 

0.0 

Cerebral Cortex Pool 

1~3 

Lung ca. NCI-H522 

0.0 

Brain (Substantia nigra) 
Pool 

1.5 

Liver 

1.2 

Brain (Thalamus) Pool 

2.5 

Fetal Liver 

44.1 

Brain (whole) 

3.8 

Liver ca. HepG2 

00 

Spinal Cord Pool ^ 

1.9 

Kidney Pool 

55.T 

Adrenal Gland 

55.1 

Fetal Kidney 

73.2 

Pituitary gland Pool 

10.3 

Renal ca. 786-0 

0.0 

Salivary Gland 

20.7 

Renal ca. A498 

0.1 

Thyroid (female) 

70.7 

Renal ca. ACHN 

0.0 

Pancreatic ca. CAPAN2 

0.0 
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jRenal ca. UO-3J_ 


To.o 


IPancreas Pool 


53.6 


Table AEH . Oncology_celljine_screening_j>anel_v3.2 


Tissue Name 

Rel. 

Exp.(% 

) 

Agl537 
, Run 
267177 
741 

i 

JRel. 

]Exp.(%) 
]Agl537, 

Tissue Name faun 

12671777 
|41 

94905 J)aoy_MedullobIastoma/Cerebellu 
m_sscDNA 

0.0 

94954_Ca Ski^Cervical epidermoid j 
carcinoma (metastasis)_sscDNA 

0.2 
0.0 

94906_TE67 l_Medullo^ 
m sscDNA 

0.0 

94955 JES-2_Ovarian clear cell j 
carcinoma sscDNA I 

94907JD283 

Med Medulloblastoma/Cerebellum sscDNjO.O 
A i 

94957_Ramos/6h stim_ Stimulated j Q Q 
with PN4A/ionomycin 6h_sscDNA ] 

94908JPFSK-1 ^Primitive \ Q $ 
Neuroectodermal/Cerebellum_sscDNA j 

94958_Ramos/14h stim_ Stimulated 
with PMA/ionomycin 14h_sscDNA ; 

0.0 

94909 JCF-498_CNS_sscDNA 

■ 

0.0 

* 

0.0 

<M%2_MEG-0 1 ^Chronic 
myelogenous leukemia 
(megokaryoblast)_sscDNA 

0.7 

9491 0^SNB-78_CNS/glioma_sscDNA 

94963 JRajiJBurkitt's 1 Q Q 
lymphoma_sscDN A | ' 

9491 LSF- I 
268_CNS/glioblastoma_sscDNA j ' 

94964 J3audiJ3urkitt's | 0 § 
lymplioma_sscDNA j 

94912_T98G_Glioblastoma_sscDNA ?0.0 ^SS^^ma.sscDNA j 13 . 

96776_SK-N-SH_Neuroblastoma ] 0 Q 
(metastasis)_sscDNA j 

94968_CA46_Burkitt's 
lymphoma_sscDNA 

0.2 
0.0 

94913.SF- j 
295_CNS/glioblastoma_sscDNA j * 

94970_RL_non-Hodgkin's B-cell 
Iymphoma_sscDNA 

132565_NT2 pooJ_sscDNA 

|o.i 

j 

;o.2 

94972JMl_pre-B-cell 
lymphoma/leukemia__sscDNA 

0.0 
0.0 

949 1 4_Cerebeilum_sscDNA 

94973_Jurkat_T cell 
leukemia sscDNA 

96777_Cerebellum_sscDNA |0.3 

94974JTF- 

1 Erythroleukemia_sscDNA 

100.0 

949 1 6_NCI-H292_Mucoepidermoid lung ; q q 
carcinoma_sscDNA j 

•9^75_HUT 7S_T-cel1 
lymphoma__sscDNA 

0.0 

9491 7 JDMS-l 14_Small cell lung L Q 
cancer_sscDNA \ 

94977JJ937_Histiocytic 
Iymphoma_sscDNA 

0.0 

9491 8_DMS-79_Small cell lung j 0 Q 
cancer/neuroendocrine_sscDNA j 

94980JCU-8 1 2 ^Myelogenous 
leukemia sscDNA 

2S.9 

94919_NCI-H146_Small cell lung \ Q Q 
cancer/neuroendocrine_sscDNA j 

94981 J769-P_Clear cell renal j 0 ] 
carcinoma_sscDNA j " 
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94920_NCI-H526_SmalI cell lung ] 
cancer/neuroendocrine__sscDNA | 

9492 1 JNCI-N4 1 7_Small cell lung ! 
cancer/neuroendocrine^sscDNA 

0.0 J 
0.0 

949S3_Caki-2_Clear cell renal \ 
carcinoma_sscDNA ^ j 
949o4 oW o3V_cieai ceji renal \ 
carcinoma sscDNA 

10 

o.o 

949233^i-H82_Small cell lung 
cancer/neuroendocrine_sscDNA \ 

0.0 

94986 J3401_Wilms' 
tumor sscDNA 

0.0 

94924_NCI-H1 57_Squamous cell lung \ 
cancer (metastasis)_sscDNA ; 

0.0 

126768^293 cells_sscDNA 

0.0 

94925 JNCI-H1 155_Large cell lung 
cancer/neuroendocrine sscDNA 1 

0.0 

94987_Hs766T_Pancreatic 
carcinoma (LN metastasis)_sscDNA 

0.6 

94926_NCI-H1299_Large cell lung 
cancer/neuroendocrine_sscDNA 

0.0 

949SS_CAPAN-1JPancreatic 
adenocarcinoma (liver 
metastasis)_sscDNA _ 

0.0 

94927_NCI-H727_Lung 
carcinoid_sscDNA 

0.0 

94989_SU86.86J > ancreatic j 
carcinoma (liver jO.O 
metastasis)_sscDNA } 

j9492S_NCI-UiMC- 1 IJLung 1 
!carcinoid_sscDNA 

0.0 

94990_BxPC-3 jWreatic \ Q Q 
adenocarcinoma_sscDNA _ 

94929_LX-l_Small cell lung 
cancer_sscDNA 

0.0 

94991_HPAC_Pancreatic j 0 Q 
adenocarcinoma_sscDNA j J 

94930_Colo-205_Coion cancerjsscDNA 

]94992_MIA PaCa-2_Pancreatic ; 0 Q 
' icarcinoma sscDNA \ 

94931 JCM12_Colon cancer_sscDNA 

0.0 

94993_CFPAC-l_Pancreatic ductal 
adenocarcinoma sscDNA 

0.1 

94932_KM20L2_Colon cancer_sscDNA 

0.0 

94994_PANC- l_Pancreatic 
epithelioid ductal 
carcinoma sscDNA 

0.0 

94933_NCI-H716_Colon cancer_sscDNA 

0.0 

94996_T24JB ladder carcinma 
(transitional cell)_sscDNA 

0.1 

94935_SW-48_Colon 
adenocarcinoma ^cDNA 

uli^iivvui viiiujiiu Jjvi>iin 

0 . j l 94997_5637_Bladcler 
jcarcinoma_sscDNA 

0.0 

94936_SW1116_Coion 
adenocarcinoma_sscDNA 

0.0 

9499S_HT-1197_Bladder 
carcinoma_sscDNA 
9^^_0M-UC-3_Bladder carcinma 
(transitional cell)_sscDNA 

0.0 
0.0 

A/tA-ja t c IT/IT 1 ~ ~ 

9493 /JLb 174I_Colon 
adenocarcinoma sscDNA 

0.0 

949j5_i>W-y4a_Lolon 
adenocarcinoma_sscDNA 

0.0 

95000_A204_Rhabdomyosarcoma_s 
scDNA 

0.0 

040^0 <sW-4R0 Colon 
adenocarcinoma_sscDNA 

0.0 

9500 1JHT- 

1080 Fibrosarcoma sscDNA 

0.0 

94940_NCI-SNU-5j3astric 
carcinoma_sscDNA 

0.0 

95002JvlG-63_Osteosarcoma 
(bone)_sscDNA ^ 

0.0 

1 12197 JsATO III_Stomach_sscDNA 

0.0 

95o6T*skTms^ 

^Leiomyosarcoma 
(vulva)_sscDNA _ 

0.2 

94943_NCI-SNU- 1 6 J3astric 
carcinoma_sscDNA 

0.0 

95004_SJRH30_Rhabdomyosarcom 
a (met to bone marrow)__sscDNA 

0.0 

94944JMCI-SNU- ^Gastric 
carcinoma_sscDNA 

0.0 

95005_A43 l_Epidermoid 
carcinoma sscDNA 

0.0 
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i94946_RF-l_Gastric ! |95007_WM266- 
!adenocarcinoma_sscDNA j ' _ ;4_Melanoma_sscDNA_ 

94947_RF-48_Gastric \ j n2195 DU , 45 prostate sscDNA 1 
adenocarcinoma sscDNA 

0.0 
0.0 

96778 J4KN-45_Gastric 00 |95012JvtDA-MB-468_Breast 
carcinoma sscDNA ] * |adenocarcinoma_sscDNA 

0.0 

94949_NCl-N87_Gastric 
carcinoma_sscDNA ; 

0.0 { 1 1 2 1 96_SSC-4 JTongue_sscDNA 

0.0 

9495 l_OVCAR-5_Ovarian 
carcinoma_sscDNA 

0.0 j 11 2 1 94_SSC-9_Tongue_sscDNA 

0.0 

94952_RL95-2_Uterine 
carcinoma sscDNA 

0.0 j 1 1 2 1 9 1 _SSC- 1 5_Tongue_sscDNA 

0.0 

94953_HelaS3_Cervical 
adenocavcinoma_sscDNA 

0 0 *95017_CAL 27_Squamous cell 
jcarcinoma of tongue_sscDNA 

0.0 


Table AEI . Panel 1.2 


Tissue Name 

Rel. Exp.(%) 
Agl537, Run 
142331743 

i 

Rel. Exp.(%)| 
Ag760,Run {Tissue Name 
114246835 j 

i 

Rel. 

Exp.(%) 
Agl537, 
Run 

142331743 

Rel. 

Exp.(%) 
Ag760, Run 
114246835 

Endothelial cells 

2.5 jl.3 jRenal ca. 786-0 

0.0 

0.0 

Heart (Fetal) J 17 - 6 _, l 2 j 3 
Pancreas ;35.4 [74.2 

Renal ca. A498 

o.i 

0.1 

Renal ca. RXF 393 

o.o ;o.o 

Pancreatic ca. 
|CAPAN 2 

0.0 jo.O |Renal ca. ACHN 

i . .... i . 

0.0 

0.0 

[Adrenal Gland J37.4 1 19. 1 jRenal ca. UO-3 1 

0.0 

0.0 

Thyroid 

14.9 jlOO.O jRenal ca.TK-10 

0.0 

0.0 

Salivary gland 

34.6 

15.8 jLiver 

2A 

L6 

Pituitary gland 

2.1 

27.4 jLiver (fetal) 

4.4 

4.0 ( ^ 

Brain (fetal) 

0.1 

0.7 

Liver ca. 

(hepatoblast) HepG2 

0.0 

0.1 

Brain (whole) 

02 

0.5_ : 

Lung 

1.6 

4.1 

Brain (amygdala) 

0.3 " 

0.3 " 

Lung (fetal) 

0.3 

r 2.1 

Brain (cerebellum) 

0.1 

0.1 

Lung ca. (small cell) 
LX-1 

0.0 

0.0 

Brain (hippocampus) 

0.8 

rt 7 jLung ca. (small cell) 
UJ jNCI-H69 

0.0 

0.0 

Brain (thalamus) 

0.6 

iLung ca. (s.cell var.) 
U ' 4 |SHP-77 

0.0 

0.0 

Cerebral Cortex 

0.8 

[Lung ca. (large 
_lcell)NCI-H460 _ 

0.0 

0.0 

Spinal cord 

0.1 

n A [Lung ca. (non-sm. 
°' b jceii) A549 

0.0 

0.0 

glio/astro U87-MG 

0.0 

n iLung ca. (non-s.cell) 
U,U (NCI-H23 

0.0 

0.0 
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glio/astroU-118-MG 

0.0 

0.0 

Lung ca. (non-s.cell) 
HOP-62 

0.0 

0.0 

astrocytoma 

won Uw y ivii it* 

SW1783 

0.0 

0.0 

Lung ca. (non-s.cl) 
NCI-H522 

0.0 

0.0 

neuro** met SK-N- 
AS 

0.0 

0.0 

Lung ca. (squam.) 
SW 900 

0.0 

0.0 

astrocytoma Sr-:>39 \ 

0.0 

0.0 

Lung ca. (squam.) 
NCI-H596 

0.0 

0.0 

astrocytoma SNB-75 

0.0 

0.0 [Mammary gland 

14.8 jl9.3 

glioma SNB-19 

0.0 

jBreast ca.* (pl.ef) 
°"° ;MCF-7 

0.0 ] 



0.0 

glioma U251 

0.1 

•Breast ca.* (pl.ef) 
°* 2 lMDA-MB-231 

o.o : 

0.0 

glioma SF-295 

a i 

0. 1 ! 

jBreast ca.* (pi. ef) 

o.i | T47D 

0.1 ; 

0.0 

Heart 

503 

17.0 jBreast ca. BT-549 : 

0.0 " 

0.0 

Skeletal Muscle 

18.2 

16.0 jBreast ca. MDA-N 

2.2 


Ronp marrow 

2.7 

1 .4 jOvary 

3.0 

0.8 

Thymus 

0.9 

iOvarian ca. 
28 j0VCAR-3 

0.0 

0.0 

- ■ — -~ 

Spleen 

Lymph node ; 

29.1 

30.8 
14.4 

Ovarian ca. 
OVCAR-4 

0.0 

0.0 

2.7 

Ovarian ca. 
OVCAR-5 

0.1 

0.1 

Colorectal Tissue 

2.3 

; Ovarian ca. 
11 (OVCAR-8 

A O 

0.2 

A 1 

U.l 

Stomach 

1 1 .j 

_ 0 iOvarian ca. 1GROV- 

0.0 

0.Q 

Small intestine 

•Ovarian ca. (ascites) 
415 jSK-OV-3 

0.0 

0.0 

Colon ca. SW480 

0.0 
0.0 

0.0 
0.0 

Uterus 

9.2 

12.8 

Colon ca.* SW620 
(SW480 met) 

Placenta 

3.1 

7.3 

Colon ca. HT29 

0.0 

0.0 

Prostate 

79~5 

12.3 

Colon ca. HCT-1I6 

0.0 

0.0 

Prostate ca.* (bone 
met) PC-3 

0.0 
0.2 

0.0 

Colon ca. CaCo-2 

0.0 

0.0 

Testis 

1.4 

Colon ca. Tissue 
(OD03866) 

1.7 

1.4 

Melanoma 
Hs68S(A).T_ 

0.0 

0.0 

Colon ca. HCC-2998 

0.0 

0.0 

Melanoma* (met) 
Hs6SS(B).T 

0.0 

0.0 

Gastric ca.* (Fiver 
met) NCI-N87 

0.9 

0.7 

Melanoma UACC- 

<52 _ ^ _ 

0.0 

0.0 

Bladder 

52.5 

13.1 

Melanoma M14 

0.0 

0.0 

Trachea 

2.1 

9.6 

Melanoma LOX 
1MVI 

0.0 

0.0 
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Kidney 

100.0 

22.4 

Melanoma* (met) 
SK-MEL-5 

0.0 

Jo.o 

Kidney (fetal) 

23! 

3T<P 




Table AEJ . Panel 1.3D 


jRel. Exp.(%) 
Tissue Na me j Ag760, Run 
; |165678100 

jRel. Exp.(%) 
Tissue Name *Ag760, Run 
jl65678100 

[Liver adenocarcinoma jO.O 

Kidney (fetal) 133.4 

Pancreas |43.8 

Renal ca. 786-0 jO.O 

Pancreatic ca. CAPAN 2 (0.0 

Renal ca. A49S jo.2 

Adrenal gland j21.5 

Renal ca. RXF 393 iO.O 

Thyroid ^79.6 

Renal ca. ACHN {0.0 

Salivary gland 

13.9 1 

Renal ca.UO-31 iO.O 

Pituitary gland 

13.4 

Renal ca.TK-io jo.O 

Brain (fetal) 

0.7 ~1 

Liver 1 1.9 J 

Brain (whole) 

0.9 H 

Liver (fetal) _ ; 

12.4 

Brain (amygdala) 

1.6 

Liver ca. (hepatoblast) 
HepG2 

0.0 

Brain (cerebellum) j0,4 

Lung 

15.3 

jBrain (hippocampus) {l.8 

Lung (fetal) 

6.1 

IBrain (substantia nigra) (2.3 

Lung ca. (small cell) LX-1 

636 

Brain (thalamus) 



2.7 

Lung ca. (small cell) NCI- L Q 
H69 1 ' 

Cerebral Cortex 

0.7 

Lung ca. (sxell var.) SHP- 
77 

0.0 

Spinal cord 

1.7 

Lung ca. (large cell)NCI- 
H460 

0.4 

glio/astro U87-MG 

0.0 

Lung ca. (non-sm. cell) 
A549 

0.0 

glio/astro U-118-MG 

0.1 

Lung ca. (non-s.cell) NCI- 
H23 

0.0 

astrocytoma SW1783 

0.0 

Lung ca. (non-s.cell) 
HOP-62 

0.0 

neuro*; met SK-N-AS 

0.0 

Lung ca. (non-s.c!) NCI- 
H522 

Lung ca. (squam.) SW 
900 

0.0 

astrocytoma SF-539 

0.1 

0.0 

astrocytoma SNB-75 

0.0 

Lung ca. (squam.) NCI- 
H596 

0.0 

glioma SNB-19 

0.0 

Mammary gland 

26.8 

glioma U251 

0.7 

Breast ca.» (pl.ef)MCF-7 

0.0 

glioma SF-295 

0.0 

Breast ca.* (pl.ef) MDA- 
MB-231 

0.0 
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Heart (fetal) |6.9 |Breast ca.* (pl.ef) T47D jo.O 

Heart 1 1 1 .0 [Breast ca. BT-549 

0.0 

Skeletal muscle (fetal) |l9.5 iBreast ca. MDA-N 

0.2 

Skeletal muscle j9.9 (Ovary jl.8 _ 

Bone marrow |7.9 ; 

Ovarian'ca. OVCAR-3 j 

0.1 

Thymus j6.9 

Ovarian ca. OVCAR-4 

0.0 

— . — ..... , . 

Spleen 

90.8 " ! 

Ovarian ca. OVCAR-5 1 

0.0 

Lympli node 

li.l 

Ovarian ca. OVCAR-8 

0.0 

Colorectal ; 

7.9 

Ovarian ca IGROV-l 

0.0 

Stomach ! 

65.5 

vyvai ian ca. ^abuuco^ oiv- 
OV-3 

0.1 

ouiciii iiiit-oiiiic t 

100.0 | 

Uterus 

87.7 

Colon ca. SW480 

0.0 

Placenta 

6.4 

Colon ca.* 
SW620(SW480 met) 

0.0 

Prostate 

11.3 

Colon ca. HT29 

0.0 

Prostate ca.* (bone 
met)PC-3 

0.0 

Colon ca. HCT-116 

0.0 _ _ 

Testis 

2A_ 

Colon ca. CaCo-2 

0.0 "" 

Melanoma Hs688(A).T ' 

0.0 

Colon ca. 
tissue(OD03866) 

24.0 

Melanoma* (met) 
Hs68S(B).T 

0.0 

Colon ca. HCC-2998 

0.0 

Melanoma UACC-62 

0.0 

Gastric ca.* (liver met) 
NCI-N87 

1.7 

Melanoma M 14 

0.0 

jBladder 

17.1 jMelanoma LOX IMVl jO.O 

Trachea 

2? Q (Melanoma* (met) SK- L Q 

^ jMEL-5 \ _ 

Kidney 

18.2 (Adipose J26.6 ^ 


Table AEK . Panel 2D 


Tissue Name 

Rel. Exp.(%) 
Agl537, Run 
145017308 

Tissue Nome 

j 

Rel. Exp.(%) 
Agl537,Run 
145017308 

Normal Colon 

12.3 kidney Margin 81 2060S_ 

23.5 

CC Well to Mod Diff 
(OD03866) 

10.7 

Kidney Cancer 8120613 < 

21.5 

CC Margin (OD03866) 

12.2 

Kidney Margin 8120614 

12.3 

CC Gr.2 rectosigmoid 
(0D0386S) 

3.2 

Kidney Cancer 9010320 

34.4 • 

CC Margin (OD03 868) 

0-8. 

Kidney Margin 9010321 

27.7 

CC Mod Diff (ODO3920) 

3.4 

Normal Uterus 

9.3 

CC Margin (ODO3920) 

2.2 

Uterus Cancer 06401 1 

6.4 
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CC Gr.2 ascend colon \ 
(OD03921) 

) 
i 

13.4 (Normal Thyroid 

84.1 

CC Margin (OD03921) 

5.8 iThyroid Cancer 0640 10_ 

20.6 

CC from Partial 
Hepatectomy (ODO4309) 
Mets 

! 

Thyroid Cancer 
A302152 

15.2 

Liver Margin (ODO4309) : 

jlhyroid Margin 
0,6 SA302153 

21.3 

Colon mets to lung 
(OD04451-01) 

s 
i 

5.5 jNormal Breast 

22.1 

Lung Margin (OD04451-02) 

IBreast Cancer 
Ub i(OD04566) 

8.4 

Normal Prostate 6546- 1 

I Breast Cancer 
14,1 j(OD04590-01) J 

21.0 

Prostate Cancer (OD04410) 

! B reast Cancer Mets 
8,8 j(OD04590-03) 

27.7 

Prostate Margin (OD04410) 

IBreast Cancer Metastasis 
69 ;(OD04655-05) 

9.1 

Prostate Cancer (OD04720- 
01) 

3.1 

Breast Cancer 064006 

10.1 

Prostate Margin (OD04720- 
02) 

! 

10.3 jBreast Cancer 1024 

! . „ . 

7.1 

Normal Lung 061010 

1 1 .8 ;Breast Cancer 9100266 

10.4 

Lung Met to Muscle 
(OD04286) 

6.4 

Breast Margin 9100265 

7.4 

Muscle Margin (OD04286) 

9.9 

Breast Cancer A209073 

27.4 

Lung Malignant Cancer 
(OD03126) 

19.3 

Breast Margin A209073 

o. / 

Lung Margin (OD03 126) 

3.3 

Normal Liver 

i.i 

Lung Cancer (OD04404) 

5.2 

Liver Cancer 064003 

6.5 

Lung Margin (OD04404) 

25.3 ;Liver Cancer 1025 

0.7 

Lung Cancer (OD04565) 

3.4 Liver Cancer 1026 

8.1 

Lung Margin (OD04565) 

3.1 ILiver Cancer 6004-T 

1.9 

Lung Cancer (OD04237-01) 

1 1 .0 "Liver Tissue 6004-N_ 

3.6 

Lung Margin (OD04237-02) 

18.2 iLiver Cancer 6005-T 

9.3 

Ocular Mel Met to Liver 
(ODO4310) 

0.7 jLiver Tissue 6005-N 

0.6 
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Liver Margin (OD043 10) 

1.7 

Normal Bladder 

14.1 

Melanoma Mets to Lung 
(OD04321) 

3.9 

Bladder Cancer 1023 

4.5 

Lung Margin (OD04321) 

3.7 

Bladder Cancer A302173 ( 

3.6 

Normal Kidney 

40.6 

i 

IBladder Cancer 
j(OD04718-01) 

7.4 

Kidney Ca. Nuclear grade 2 
(OD04338) 

5.7 

i 

{Bladder Normal 
[Adjacent (OD04718-03) 

15.2 

Kidney Margin (OD04338) ' 

H.l 

1 ~~ i 
jNormal Ovary 

1.4 

Kidnev Ca Nuclear grade 
1/2 (OD04339) 

2.5 

lOvarian Cancer 064008 ! 

6.5 

Kidney Margin (OD04339) 

17.6 

^Ovarian Cancer 
j(OD04768-07) 

1.6 

Kidney Ca, Clear cell type 
(OD04340) 


100.0 

lOvary Margin 
|(OD04768-08) 

9.2 

Kidney Margin (OD04340) 

22.7 

jNormal Stomach 


Kidney Ca, Nuclear grade 3 
(OD04348) 

55.1 

iGastric Cancer 9060358 
t 

i r . . _ t1mt t ... 

2.8 

Kidney Margin (OD04348) 

19.9 

jstomach Margin 
19060359 

12.6 

Kidney Cancer (OD04622- 
01) 


25.0 

f ■ " " " " : 
Gastric Cancer 9060395 

20.6 

Kidney Margin (OD04622- 
03) 

7.4 

Stomach Margin 
9060394 

7.5 

Kidney Cancer (OD04450- 
01) 

1.3 

^Gastric Cancer 9060397 

10.0 

Kidney Margin (OD04450- 
03) ! 

9.2 

\ Stomach Margin 
9060396 

3.2 

Kidney Cancer 8120607 


9.2 

Gastric Cancer 064005 

6.7 

Table AEL. Panel 4. ID 



Tissue Name 

Rel. Exp.(%) 
Ag4932, Run Ti 
223597251 

ssue Name 

jRel. Exp.(%) 
<Ag4932, Run 
S223597251 

Secondary Thl act 

0.1 HI 

JVEC IH beta 

5.6 

Secondary Th2 act 

0.4 (HI 

JVEC IFN gamma 

40.6 

Secondary Trl act 

o.i Hl 

JVEC TNF alpha + IFN 
nma 

4.6 
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Secondary Thl rest 
Secondary Th2 rest 

0.1 jHUVECTNFalpha + IL4 (5.0 

o.o Jhuvecil-h 1 

8.7 

Secondary Trl rest 

0.0 i 

Lung Microvascular EC none |66.4 

Primary Thl act 

0.0 

'i 

Lung Microvascular EC 
TNFalpha + IL-lbeta 

30.4 

Primary Th2 act 

0.0 

Microvascular Dermal EC , 
none 

43.5 

Primary Trl act 

0 0 

v. V 

Microsvasular Dermal EC 
TNFalpha + IL-lbeta j 

17.0 

Primary Thl rest 

. Wlr 

00 

Bronchial epithelium 
TNFalpha + ILlbeta 

0.3 

Primary Th2 rest 

0.0 

Small airway epithelium none 

0.0 

Primary Trl rest 

0.0 

Small airway epithelium 
TNFalpha + IL-lbeta _ 

0.0 

CD45RA CD4 
lymphocyte act 

1.2 

Coronery artei7 SMC rest 

0.0 

CD45RO CD4 
lymphocyte act 

"- 

0.2 

Coronery artery oMi 
TNFalpha+IL-lbeta 

1.1 

CDS lymphocyte act 

0.1 

Astrocytes rest 

0.0 

Secondary CDS 
jiymphocyte rest 

0.4 

Astrocytes TNFalpha + IL- 
Ibeta 

0.2 

Secondary CDS 
lymphocyte act 

0.0 

KU-812 (Basophil) rest 

27.0 

CD4 lymphocyte none 

0.3 

KU-8 12 (Basophil) 
PMA/ionomycin 

28.3 



2ryThl/Th2/Tii anti- 
CD95 CH11 

0.0 

CLL)] 1UO (iveiatinocytesj 
none 

0.0 

T AI( cell*; rest 

0.1 

CCD 1 106 (Keratinocytes) 
TNFalpha + IL-lbeta 

0.0 

LAK cells IL-2 

0.1 

Liver cirrhosis 

20.6 

LAK cells IL-2+1L-12 

0.2 

NCI-H292 none 

0.0 

LAK cells IL-2+1FN 
gamma 

0.5 

NC1-H292 IL-4 

0.0 

LAKcellslL-2+IL-18 

0.2 

NCI-H292 IL-9 

0.0 

LAK. cells 
PMA/ionomycin 

0.2 

NCI-H292 IL-13 


NIC Cells IL-2 rest 

0.2 

NCI-H292 I FN gamma 

|0.0 
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Two Way MLR 3 day 

.. .. i 
2.7 

HPAEC none 

1.8 

Two Way MLR 5 day 

1.3 

HPAEC TNF alpha -ML- 1 
beta ! 

1.5 

, „ . ... 
Two Way MLR 7 day 

0.1 

Lung fibroblast none '0.4 

PBMC rest 

0.0 

Lung fibroblast TNF alpha + j Q 6 
IL-1 beta ! " 

PBMC PWM 

0.0 

Lung fibroblast IL-4 ^ 

0.2 

PBMC PHA-L 

0.0 

Lung fibroblast IL-9 \ 

0.0 

Ramos (B cell) none 

0.0 

- ■ ■ j 
Lung fibroblast IL-1 3 j0.4 

Ramos (B cell) ionomycin j 

0.1 

Lung fibroblast IFN gamma j0.2 

B lymphocytes PWM 

0.0 

Dermal fibroblast CCD 1 070 \ Q Q 
rest ! 

1 

B lymphocytes CD40L L - 
and IL-4 

Dermal fibroblast CCD 1 070 j Q Q 
TNF alpha ' 

EOL-1 dbcAMP jO.O 

Dermal fibroblast CCD 1 070 L Q 
IL-1 beta 1 , 

EOL-1 dbcAMP j 0 { 
PMA/ionomycin j 

Dermal fibroblast IFN gamma : 

1.1 

Dendritic cells none jo.l 

Dermal fibroblast IL-4 |o.4 

Dendritic cells LPS 

1.7 

Dermal Fibroblasts rest i0.7 

Dendritic cells anti-CD40 

0.9 

Neutrophils TNFa+LPS ;0.4 

Monocytes rest ;0.6 

Neutrophils rest !0.3 

Monocytes LPS jo.l 

Colon |l9.3 

Macrophages rest iO.O 

Lung jlOO.O 

Macrophages LPS 

0.1 

Thymus Wo 

HUVEC none 

1.9 

Kidney 168.8 

HUVEC starved 

3.4 


Table AEM. Panel 4D 

Tissue Name 

Rel. Exp.(%) 
Ag760, Run 
145S03954 

Tissue Name 

Rel. Exp.(%) 
Ag760, Run 
145803954 

Secondary Thl act 

0.0 

HUVEC IL-1 beta 

3.4 

Secondary Th2 act 

0.1 

HUVEC IFN gamma 

36.6 
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Cornnrinrv TV1 ?ict 
oCLUHUaljr li l av*i 

0.0 

HUVECTNF alpha + IFN 
gamma 

4.0 

Secondary Thl rest 

0,1 

KUVEC TNF alpha + IL4 

3.4 

Secondary Th2 rest 

0.0 

HUVECIL-ll 

5.5 

Secondary Trl rest 

0.0 

Lung Microvascular EC none 


Primary Thl act 

0.0 

Lung Microvascular EC 
TNFalpha + IL-lbeta 

22.8 

Primary Th2 act 

0.0 

Microvascular Dermal EC 
none 

40.1 

Primary Trl act 

0.1 

Microsvasular Dermal EC 
TNFalpha+IL-lbeta 

17.9 

Primary Thl rest 

0.1 

Bronchial epithelium 
TNFalpha + IL1 beta 

0.0 

Primary Th2 rest 

0.0 

Small airway epithelium none 

0.0 

Primary Trl rest 

0.0 

Small airway epithelium 
TNFalpha + IL-lbeta 

0.0 

CD45RA CD4 lymphocyte 
act 

0.6 

Coronery artery SMC rest 

0.0 

CD45KO CD4 lymphocyte 
act 

0.2 

v_,oronery aneiy oiviv^ 
TNFalpha + IL- 1 beta _ 

0.0 

CDS lymphocyte act 

A A 

0.0 

Astrocytes rest 


Secondary CDS 
lymphocyte rest 

0.0 

Astrocytes TNFalpha + IL- 

1 Koto 



0.0 

becondaiy cub 
lymphocyte act 

— — 

0.0 

KU-S 12 (Basophil) rest 

24.3 

CD4 lymphocyte none 

0.3 

KU-S 12 (Basophil) 
PMA/ionomycin 

29.7 

2ry Thl/Th2/Tii_anti- 
CD95 CHI I 

0.0 

CCD1 106 (Keratinocytes) 
none 

0.0 

LAK cells rest 

0.1 

CCD 1 106 (Keratinocytes) 
TNFalpha + IL-lbeta 

0.0 

LAK cells IL-2 

0.1 

Liver cirrhosis 

J9.5 _ 

LAK cells IL-2+IL-12 

0.0 

Lupus kidney 

34.4 

LAK cells IL-2+IFN 
gamma 

1.0 

NCI-H292 none 

0.0 

LAK cells IL-2+ IL-IS 

0.7 

NC1-H292 IL-4 

0.0 
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LAK cells 
PMA/ionomycin 

0.0 

NCI-H292 IL-9 jO.O 

1 

NK Cells IL-2 rest 

0.4 

NCI-H292 IL-13 

0.0 

Two Way MLR 3 day 

3.5 

NCI-H292 IFN gamma 

0.0 
0.9 

Two Way MLR 5 day 

1.3 

HPAEC none 

Two Way MLR 7 day 

0.1 

HPAEC TNF alpha -ML- 1 j 07 
beta i 

PBMC rest 

0.1 

Lung fibroblast none !o.O 

PBMC PWM 

0.0 

Lung fibroblast TNF alpha + 
IL-1 beta 

0.0 

PBMC PKA-L 

0.1 

Lung fibroblast IL-4 

0.0 

Ramos (B cell) none 

0.0 

Lung fibroblast IL-9 

o-o 

Ramos (B cell) ionomycin 
B lymphocytes PWM 

0.1 

0.0 

Lung fibroblast IL- 1 3 
Lung fibroblast IFN gamma 

oo _ _ _ 

0.0 

B lymphocytes CD40L 
and IL-4 

U.J 

Dermal fibroblast CCD1070 
rest 

0.0 

EOL-1 dbcAMP 

0.0 

Dermal fibroblast CCD1 070 L Q 
TNF alpha I J 

EOL-1 dbcAMP 
PMA/ionomycin 

0.0 

Dermal fibroblast CCD 1070 
IL-I beta 

0.1 

Dendritic cells none 

0.0 

Dermal fibroblast IFN gamma 

oo . 

Dendritic cells LPS 

2.3 

Dermal fibroblast IL-4 /0. 1 

Dendritic cells anti-CD40 

0.0 

IBD Colitis 2 |1.5 _ 

Monocytes rest 

0.8 

1BD Crohn's k.O 

Monocytes LPS 

0.0 

Colon 

40.3 

Macrophages rest 

0.0 

Lung 

100.0 

Macrophages LPS 

0.6 

Thymus 

95.3 

HUVEC none 

3.8 

Kidney 

59.9 

HUVEC starved 

16.8 



Table AEN . general oncology screening panel_v_2.4 


Tissue Name 



Rel. 

Exp.(%) 
Agl537, 
Run 

266930996 

Rel. 

Exp.(%) 
Ag760, Run 
262228031 

Tissue Name 

Rel. Exp.(%) 
Agl537, Run 
266930996 

Rel. Exp.(%) 
Ag760, Run 
262228031 
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o i 1 in a Lo Bladder cancer NAT 
Colon cancer 1 11.4 (4.8 L 

i ■ \ l 

0.6 

0.4 

Colon cancer NAT 
1 

9.4 

bladder cancer NAT 

0.8 

0.2 

Colon cancer 2 

1 ' i 

. L Q Bladder cancer NAT 

f" j4 

4.2 

2.3 

Colon cancer NAT 
2 

4.1 'l.S 

Prostate 

adenocarcinoma 1 

2.1 

2.9 

Colon cancer ^ 

10.4 

4.8 

Prostate 

adenocarcinoma 2 ; 

1.2 

0.5 

Colon cancer NAT 
3 

7.6 

1.2 

Prostate 

adenocarcinoma 3 

2.1 

1.0 

Colon malignant 
cancer 4 

9.7 

4.0 

Prostate 

adenocarcinoma 4 

6.0 

3.3 

Colon normal 
adjacent tissue 4 

3.4 

2.3 

Prostate cancer NAT 
5 

3.0 

1.1 

Lung cancer 1 

4.8 

3.6 

Prostate 

adenocarcinoma 6 

1.3 

0.5 

Lung NAT 1 

0.7 

0.5 

Prostate 

adenocarcinoma 7 

1.2 

0.7 

Lung cancer 2 

5.6 J3.9 

Prostate 

adenocarcinoma 8 

1.2 

0.4 

Lung NA I z 

0.1 jo.i 

Prostate 

adenocarcinoma 9 


2.7 

Squamous cell 
carcinoma 3 

5.4 ]2.4 

Prostate cancer NAT 
10 

06 

0.5 

Lung NAT 3 

0.7 jo.3 

Kidney cancer 1 

90.1 

100.0 

metastatic 
melanoma 1 

1.5 

1.1 

KidneyNAT 1 

5.0 

3.5 

Melanoma 2 

3.8 

2.6 

Kidney cancer 2 

60.3 

55.1 

Melanoma 3 

1.2 

Kidney NAT 2 

9.8 

6.0 

metastatic 
melanoma 4 

1 
1 

2.2 j0.9 

Kidney cancer 3 

30.8 

39.5 

metastatic 
melanoma 5 

4.6 !l.5 

1 . . 

Kidney NAT 3 

5.4 

1.2 

Bladder cancer 1 

1.0 

0.6 

Kidney cancer 4 

100.0 

29.9 

Bladder cancer 
NAT 1 

0.0 " 1 

0.0 

Kidney NAT 4 

6.7 

1.6 
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Bladder cancer 2 


4.4 12.1 


Ardais Panel v.1.0 Summary: Agl 537 Highest expression of this gene is detected , 
in normal lung sample (CT=26.7). In addition, high to moderate levels of expression is seen 
in both cancer and normal lung samples. Therefore, therapeutic modulation of the PV1 
protein (PLVAP) encoded by this gene may be useful in the treatment of certain subtypes of 
5 lung cancer. 

CNSjieurodegeneration_vl.O Summary: Agl537/Ag4932 Two experiments 
with different probe and primer sets are in good agreement. This panel confirms the 
expression of this gene at low levels in the brains of an independent group of individuals. 
However, no differential expression of this gene was detected between Alzheimer's diseased 
10 postmortem brains and those of non-demented controls in this experiment. See Panel 1.5 for 
a discussion of this gene in treatment of central nervous system disorders. 

General_screening_panel_vl.5 Summary: Ag4932 Highest expression of this 
gene is detected in spleen (CT=26). In addition, high expression of this gene is also detected 
in tissues with metabolic/endocrine functions including pancreas, adipose, adrenal gland, 
15 thyroid, pituitary gland, skeletal muscle, heart, liver and the gastrointestinal tract. The PV-1- 
like protein is a plasma membrane protein with an extracellular domain. The extracellular 
domain of this protein makes it a potential antibody target for the treatment of 
endocrine/metabolically related diseases, such as obesity and diabetes. 

Moderate levels of expression of this gene is also seen in all regions of the central 
20 nervous system examined, including amygdala, hippocampus, substantia nigra, thalamus, 
cerebellum, cerebral cortex, and spinal cord. Therefore, therapeutic modulation of this gene 
product may be useful in the treatment of central nervous system disorders such as 
Alzheimer's disease, Parkinson's disease, epilepsy, multiple sclerosis, schizophrenia and 
depression. 

25 In addition, this gene also shows high expression in colon cancer tissue, with 

moderate levels of expression in a gastric NCI-N87 cell line. Therefore, therapeutic 
modulation of this gene may be useful in the treatment of colon and gastric cancers. 

HASS Panel vl.O Summary: Agl 537 Expression of this gene is low/undetectable 
(CTs > 34.9) across all of the samples on this panel (data not shown). 
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Oncology_celljine_screening_panel_v3.2 Summary: Agl537 Highest expressio 
of this gene is detected in TF-1 erythroleukemia cells (CT=28.6). Moderate levels of 
expression of this gene is restricted to erythroleukemia and myelogenous leukemia. 
Therefore, expression of this gene may be used to distinguish these leukemia samples from 
5 other samples in the panel and also, as marker to detect the presence of these leukemia. In 
addition, therapeutic modulation of this gene or its protein product may be useful in the 
treatment of erythroleukemia and myelogenous leukemia. 

Panel 1.2 Summary: Ag760/Agl537 Results from two experiments using different 
probe/primer sets are in reasonable agreement with highest expression of this gene in 
10 thyroid and kidney (CTs=20-21 .6). Expression of this gene seems to be restricted to normal 
tissue and it is low or undectable in cancer cell lines. Thus, expression of this gene could be 
used to distinguish between normal tissues and cultured cancer cell lines. 

In addition, expression of this gene is high (CT<27) in a wide range of metabolic 
tissues including pancreas, adrenal gland, thyroid, pituitary, adult and fetal heart, skeletal 
15 muscle and adult and fetal liver. Also, moderate levels of expression is seen in in all regions 
of the central nervous system examined, including amygdala, hippocampus, substantia 
nigra, thalamus, cerebellum, cerebral cortex, and spinal cord. This expression pattern is 
consistant to that seen in panel 1.5. See panel 1.5 for further discussion of this gene. 

Panel L3D Summary: Ag760 Expression of this gene is highest in small intestine 
20 (CT = 26). The expression pattern is similar to that observed in Panel 1 .5 and 1 .2. See panel 
1.5 for and panel 1 .2 for further discussion of this gene. 

Panel 2D Summary: Agl537 Expression of this gene is highest in a kidney cancer 
(OD04340) sample (CT=25). Overall, this gene is widely expressed across this panel with 
high to moderate expression in both normal and adjacent cancer tissue. However, this gene 
25 is more highly expressed in kidney cancer tissue than in adjacent normal tissue, consistent 
with expression pattern seen in panel 2.4. Therefore, this gene could be used to distinguish 
kidney cancers from normal kidney tissue. In addition, therapeutic modulation of this gene, 
through the use of small molecule drugs or antibodies, might be of benefit in the treatment 
of kidney cancer. 

30 Panel 4.1D Summary: Ag4932 Highest expression of this gene is detected in lung 

(CT=28.5). In addition, moderate levels of expression of this gene is also seen in endothelial 
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cells, basophils and normal tissues represented by colon, thymus and kidney. This gene 
codes for a variant of PV-1, a component of the endothelial fenestral and stomatal 
diaphragms. Expression of this gene is consistent with the pattern already reported for PV-1 
(Stan et aL, 1999, Proc. Natl. Acad. Sci. USA 96:13203-13207, PMID: 10557298; Stan et 
5 aL, 2001, Genomics 72(3):304-13, PMID: 1 1401446). Antibodies raised against the PV-1 
encoded by this gene could prevent transendothelial trafficking of inflammatory cells to 
different tissues sites and therefore have a potential use for treatment of inflammatory 
diseases including delayed type hypersensitivity, asthma, emphysema, rheumatoid arthritis 
and inflammatory bowel disease. 

10 Moderate levels of expression of this gene is also seen in liver cirrhosis samples. 

Therefore, antibodies or small molecule therapeutics could reduce or inhibit fibrosis that 
occurs in liver cirrhosis. 

Panel 4D Summary: Ag760 Expression of this gene is highest in lung and thymus 
(CTs=26.3). High expression of this gene is also seen in normal kidney and colon with more 
1 5 moderate expression in endothelial cells and basophils. Expression of this gene is consistent 
with the pattern seen in panel 4. ID and also, with the published report (Stan et aL, 1999, 
Proc. Natl. Acad. Sci. USA 96:13203-13207, PMID: 10557298; Stan et aL, 2001, Genomics 
72(3):304-13, PMID: 11401446). See panel 4.1D for further discussion of this gene. 

general oncology screening panel jv_2.4 Summary: Agl537/Ag760 Two 
20 experiments with different probe and primer sets are in excellent agreement. Highest 
expression of this gene is seen in a kidney cancer sample (CTs=22.6-25). Significant 
expression of this gene is seen in melanoma, colon, lung, prostate, bladder and kidney 
cancer as well as normal tissue samples. Expression of this gene is higher in kidney cancer 
as compared to corresponding normal control samples. Therefore, expression of this gene 
25 may be used to distinguish kidney cancer from normal tissue and also as a marker to detect 
kidney cancer. Furthermore, therapeutic modulation of this gene or its protein product 
through the use of antibodies or small molecule drug may be useful in the treatment of 
melanoma, kidney, colon, lung and prostate cancers. 

AF. CG52919-01: SEZ-6-Iike protein(7520500). 
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Expression of gene CG529 19-01 was assessed using the primer-probe set Ag2806, 
described in Table AFA. Results of the RTQ-PCR rims are shown in Tables AFB, AFC, 
AFD and AFE. 


Table AFA . Probe Name Ag2806 


Primers 

Sequences 

Length 

Start 
Position 

SEQ ID No 

Forward 

5 ? -gatgatgaggagaccaccacta- 
3' 

22 

835 

384 

Probe 

TBT-5 1 - 

atcatcaccaccaccatcaccacagt 
-3 » -TAMRA 

26 

865 

385 

Reverse 

5' -caggtagctgacctggtgtct- 
3 ' 

21 

893 

386 


5 Table AFB . CNS_neurodegeneration_vl .0 


Tissue Name 

Rei. Exp.(%) 
Ag2806, Run 
206976054 

Tissue Name 

Rel. Exp.(%) 
Ag2806, Run 
206976054 

AD 1 Hippo 

10.4 

Control (Path) 3 
Temporal Ctx 

Control (Path) 4 
Temporal Ctx 

4.7 

AD 2 Hippo 

15.1 

32.8 

AD 3 Hippo 

4.1 

AD I Occipital Ctx 

— 

11.5 

AD 4 Hippo 

4.6 

AD 2 Occipital Ctx 
(Missing) 

0.0 

AD 5 hippo 

0.0 

AD 3 Occipital Ctx 

5.5 

AD 6 Hippo 

19.6 

AD 4 Occipital Ctx 

18.9 

Control 2 Hippo 

25.5 

AD 5 Occipital Ctx 

12.1 

Control 4 Hippo |l2.0 

AD 6 Occipital Ctx 

31.6 

1 — - -j— - — ' 

Control (Path) 3 Hippo ]0.7 

Control 1 Occipital Ctx 

2.9 

AD 1 Temporal Ctx 

7.7 

Control 2 Occipital Ctx 

57.8 

AD 2 Temporal Ctx 

12.0 

Control 3 Occipital Ctx |l3.5 

AD 3 Temporal Ctx 

11.1 

Control 4 Occipital Ctx 4.0 

AD 4 Temporal Ctx 

19.5 

Control (Path) 1 
Occipital Ctx 

100.0 

AD 5 Inf Temporal Ctx 

87.7 

Control (Path) 2 
Occipital Ctx 

13.8 
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AD 5 SupTemporal Ctx 

52 9 jcontrol (Path) 3 
jOccipital Ctx 

0.9 

AD 6 Inf Temporal Ctx 

164 (Control (Path) 4 
jOccipital Ctx 

14.8 

AD 6 Sup Temporal 
Ctx 

1 

3 1 .0 {Control 1 Parietal Ctx 

13.1 

Control 1 Temporal Ctx. 

13.5 jcontrol 2 Parietal Ctx |45.4 

Control 2 lempoial Ctx 

16.5 

Control 3 Parietal Ctx 

9.6 

Control 3 Temporal Ctx 

12.5 

Control (Path) 1 
Parietal Ctx 

53.2 

Control 4 Temporal Ctx 

19.5 

Control (Path) 2 
Parietal Ctx 

22.7 

Control (Path) 1 
Temporal Ctx 

49.7 

Control (Path) 3 
Parietal Ctx 

0.6 

Control (Path) 2 
Temporal Ctx 

36.3 

Control (Path) 4 
Parietal Ctx 

31.4 

1 


Table AFC . Panel 1.3D 


Tissue Name 

Rel. Exp.(%) 
Ag2S06, Run 
165519991 

Tissue Name 

Rel. Exp.(%) 
Ag2806, Run 
165519991 

Liver adenocarcinoma 


Kidney (fetal) 

4.8 

Pancreas 

0.0 

Renal ca. 786-0 

0.0 

Pancreatic ca. CAPAN 2 

0.0 

Renal ca. A498 

0.0 

Adrenal gland 

0.0 

Renal ca. RXF 393 

0.0 

Thyroid 

0.0 

Renal ca. ACHN 

0.0 

Salivary gland 

1.5 

Renal ca. UO-31 

0.0 

Pituitary gland 

6.0 

Renal ca. TK-10 

0.0 

Brain (fetal) 

47.0 

Liver 

0.0 

Brain (whole) 

17.7 

Liver (fetal) 

0.0 

Brain (amygdala) 

22.4 

Liver ca. (hepatoblast) 
HepG2 

0.0 

Brain (cerebellum) 

100.0 

Lung 

0.0 

Brain (hippocampus) 

47.3 

Lung (fetal) 

2.3 

Brain (substantia nigra) 

6, 

Lung ca. (small cell) LX-1 

0.0 
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Brain (thalamus) 

39.5 

Lung ca. (small cell) NCI- J 
H69 _[ 

11.8 

Cerebral Cortex 

25.0 

Lung ca. (s.cell var.) SHP-j 
77 i 

19.9 

Spinal cord 

5.9 

Lung ca. (large cell)NCI- j 0 Q 
H460 ( 

glio/astro U87-MG 

3.5 

Lung ca. (non-sm. cell) L 0 
A549 J ' 

glio/astro U-118-MG 

6.3 

Lung ca. (non-s.cell) NCl-j- Q 
H23 S ' 

astrocytoma SW1783 

— - — — 

0.0 

Lung ca. (non-s.cell) * Q Q 
HOP-62 3 * 

neuro*;metSK-N-AS 

2.3 

Lung ca. (non-s.cl) NCI- L , 
H522 1 ' 

astrocytoma SF-539 

0.0 

Lung ca. (squam.) SW L 7 
900 \ * 

astrocytoma SNB-75 

4.1 

Lung ca. (squam.) NCl- 
H596 

84.7 

glioma SNB- 19 

1.1 

Mammary gland 

0.0 

glioma U251 

8.0 

Breast ca.* (pl.ef) MCF-7 

1.5 

glioma SF-295 

2.U 

Breast ca.* (pl.ef) MDA- 
MB-231 

1.0 

Heart (fetal) 

0.0 

Breast ca.* (pl.ef) T47D 

0.0 

Heart 

0.0 

Breast ca. BT-549 

t — " 

0.0 

Skeletal muscle (fetal) 

3.8 

Breast ca. MDA-N 

0.0 

Skeletal muscle 

0.0 

Ovary _ 

0.0 

Bone marrow 

6.7 

Ovarian ca. OVCAR-3 

r 

3.8 

Thymus 

3.7 

Ovarian ca. OVCAR-4 

2.4 

Spleen 

5.5 

Ovarian ca. OVCAR-5 

0.0 

Lymph node 

11.4 

Ovarian ca. OVCAR-8 

2,0 

Colorectal 

2.3 

Ovarian ca. IGROV-1 

io.o 

Stomach 

2.3 

Ovarian ca.* (ascites) SK- 
OV-3 

0.0 

Small intestine 

8.7 

Uterus 

2.9 

Colon ca. SW480 

0.0 

Placenta j3.6 
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Colon ca.* 
SW620(SW480 met) 

u.u 

n Ob idle 

i 

13 5 

uoion ca. n 1 Zy 

1 Q 

1 .O 

Prostate ca.* (bone 
met)PC-3 

'o.o 

i 

Colon ca. HCT-I16 

0.0 

Testis 

b.8 

Colon ca. CaCo-2 

1.8 

Melanoma Hs6SS(A).T 

lo.o 

Colon ca. 
tissue(OD03866) 


Melanoma* (met) 
Hs688(B).T 

io.o 

Colon ca. HCC-2998 

5.1 

Melanoma UACC-62 

lo.o 

Gastric ca.* (liver met) 
NCI-N87 

0.3 

Melanoma M 1 4 

i 

3.S 

- .... 

Bladder 

5.0 

Melanoma LOX IMVI 

lo.o 

Trachea 

3.4 



Melanoma* (met) SK- 
MEL-5 

0.0 

Kidney 

0.0 

Adipose 

3.2 


Table AFP . Panel 2D 


jRel. Exp.(%) 
Tissue Name !Ag2806, Run 

|l63577806 

" " 

1 

Tissue Name 

Rel. Exp.(%) 
Ag2806, Run 
163577806 

Normal Colon 

1.2 

Kidney Margin 8120608 

0.2 

CC Well to Mod Diff 
(OD03866) 

0.0 

Kidney Cancer 8120613 jO.O 

CC Margin (OD03866) 

0.0 

" ~ j 
Kidney Margin 8120614 (0.3 

CC Gr.2 rectosigmoid 
(OD03S68) 

0.1 

Kidney Cancer 9010320 

0.4 

CC Margin (OD03868) ; 

0.1 

Kidney Margin 9010321 

0.2 

CC Mod Diff (0003920) ' 
CC Margin (ODO3920) 

0.3 

Normal Uterus 

0.4 

0.4 

Uterus Cancer 064011 |o.7_ 

CC Gr.2 ascend colon 
(OD03921) 

CC Margin (0D03921) 

0.5 

Normal Thyroid 


•v 

Thyroid Cancer 064010 

0.0 

CC from Partial 
Hepatectomy (ODO4309) 
Mets 

0.3 

Thyroid Cancer 
A302352 

0.2 

Liver Margin (ODO4309) 

0.0 

Thyroid Margin 
A302153 

0.1 


467 


WO 2003/023008 


PCT/US2002/028596 


Colon mets to lung 
(OD04451-01) 

{ | 
0.2 [Normal Breast 0.4 

Lung Margin (OD04451-02) 

jBreast Cancer , 
U " KOD04566) : u 

Normal Prostate 6546-1 

I " f 
. A 'Breast Cancer ; n 7 

{A j(OD04590-01) Y 

, 

Prostate Cancer (OD044 10) 

n - 'Breast Cancer Mets L . 
j(OD04590-03) 

Prostate Margin (OD04410) : 

0.9 

Breast Cancer Metastasis L . 
(OD04655-05) j 

Prostate Cancer (OD04720- « 
01) 

,0 

Breast Cancer 064006 jO.l 

Prostate Margin (OD04720- 
02) 

0.6 

Breast Cancer 1024 

_.. _ _ 

0.7 

Normal Lung 061010 

0.9 

Breast Cancer 9100266 

0.1 

Lung Met to Muscle 
(OD04286) 

0.0 

Breast Margin 9100265 

0.1 

Muscle Margin (OD04286) 

-r- 

0.2 

Breast Cancer A209073 

0.3 

Lung Malignant Cancer 
(OD03126) 

0.1 

Breast Margin A209073 j0.3 

Lung Margin (OD03126) 

0.3 

Normal Liver 0.1 

Lung Cancer (OD04404) 

0.1 

Liver Cancer 064003 jo.O 

Lung Margin (OD04404) 

_ « ! 

03 jLiver Cancer 1025 ;0.1 

Lung Cancer (OD04565) 

0.1 jLiver Cancer 1026 _ 

0.3 

Lung Margin (OD04565) 

0.3 Liver Cancer 6004-T 

0.1 

Lung Cancer (OD04237-0I) 

0.2 

Liver Tissue 6004-N 

— ; — w -- = '— — "* — ! - — 

0.2 

Lung Margin (OD04237-02) 

0.2 

Liver Cancer 6005-T 

0.2 

Ocular Mel Met to Liver 
(ODO4310) 

0.1 

Liver Tissue 6005-N 

0.0 

Liver Margin (OD043 10) 

0.0 

Normal Bladder |o,2 _ 

Melanoma Mets to Lung 
(OD04321) 

0.0 

Bladder Cancer 1023 |o.2 

Lung Margin (OD04321) 

0.4 

Bladder Cancer A302173 

0.2 

Normal Kidney 

0.3 

Bladder Cancer 
(OD04718-01) 

0.1 
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Kidney Ca, Nuclear grade 2 
(OD04333) 

n . \h ladder Normal 1 
U ' 4 '-Adjacent (OD047 18-03) 

0.5 

Kidney Margin (OD04338) 

85.3 

Normal Ovary _ 

0.1 

Kidney Ca Nuclear grade 
1/2 (OD04339) 

0.2 

Ovarian Cancer 064008 

0.2 

Kidney Margin (OD04339) 

0.2 

Ovarian Cancer 
(OD0476S-07) 

0.1 

Kidney Ca, Clear cell ty pe 
(OD04340) 

0.1 

Ovary Margin 
(OD04768-08) 

0.1 

Kidney Margin (OD04340) 

0.2 

Normal Stomach 

A O 

0.8 

Kidney Ca ? Nuclear grade 3 
(OD04348) 

0.0 

Gastric Cancer 9060358 

0.1 

Kidney Margin (OD04348) 

0.3 

Stomach Margin 
9060359 

0.1 

xianey cancel ^uiAWozz- 
01) 

0.1 

Gastric Cancer 9060395 

0.3 

Kidney Margin (OD04622- 
03) 

0.0 

Stomach Margin 
9060394 

0.5 

Kidney Cancer (OD04450- 
01) 

0.2 

Gastric Cancer 9060397 

r _ , _ 

jKidney Margin (OD04450- 
103) 

0.2 

< 

Stomach Margin L . 
9060396 ! 

i "' 

jKidney Cancer 8120607 

0.0 _ 

Gastric Cancer 064005 jo.2 


Table AFE . Panel 4D 


Tissue Name 

ReL Exp.(%) 
Ag2806, Run 
162330998 

Tissue Name 

ReL Exp.(%) 
Ag2806, Run 
162330998 

Secondary Th1 act 

20.3 

l 

HUVEC IL-lbeta jO.O 

Secondary Th2 act j5.1 

HUVEC IFN gamma 

21.9 

i "■■ 

Secondary Trt act ]9.7 

HUVEC TNF alpha + IFN 
gamma 

0.0 

— - r 

Secondary Thl rest |21.9 

HUVEC TNF alpha +IL4 

0.0 

t 

Secondary Th2 rest |34.6 

HUVEC IL-11 

5.6 

Secondary Tii rest |o.O 

Lung Microvascular EC none 

0.0 

n . ^r. , . L , o l Lun § Microvascular EC 
Primary Thl act |11.2 |TNFalpha+ IL-lbcta 

0.0 
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Primary Th2 act 

13.2 

Microvascular Dermal EC 
none 

0.0 

Primary Trl act 

0.0 

Microsvasular Dermal EC 
TNFalpha +IL- 1 beta 

12.8 

Primary Thl rest 

_> - jBronchial epithelium 
J/ -° ITNFaipha + IL1 beta 

12.1 

Primary Th2 rest 

10.0 jsmall airway epithelium none 

0.0 

Primary Trl rest 

jSmall airway epithelium 
l ' 5 jTNFalpha +IL-1 beta 

0.0 

CD45RA CD4 
lymphocyte act 

1 1 .0 jCoronery artery SMC rest 

0.0 

CD45RO CD4 I jCoronery artery SMC 
lymphocyte act j jTNFalpha + IL- 1 beta 

4.4 

if^DR 1 vmnlinrvtp art 
j\-.L/o i y i ii yi lUL/j ic dvi 

46 7 

Astrocytes rest 

12.8 

Secondary CDS 

Ivnmhnrvtp rp^f 

i y t wyi iu^y it: icji 

44.4 

Astrocytes TNFalpha + IL- 
lbeta 

11.3 

Secondary CD8 
lymphocyte act 

10.2 

KU-812 (Basophil) rest 

0.0 

CD4 lymphocyte none 

43.2 

KU-812 (Basophil) 
PMA/ionomycin 

0.0 
0.0 

i2ryThl/Th2/Trl anti- 
CD95CH11 

54.7 

CCD1 106 (Keratinocytes) 
none 

LAK cells rest 

13.2 

CCD1 106 (Keratinocytes) L Q 
TNFalpha + IL-1 beta j 

LAK cells IL-2 

17.1 m . 

Liver cirrhosis I96.6 

LAK cells IL-2+IL-12 

17.4 

Lupus kidney jo.O 

LAK cells IL-2+IFN 
gamma 

70.2 

r 

NCI-H292 none 

22.8 

LAK cells IL-2+ IL-18 

2.5 

NCI-H292 IL-4 

0.0 

LAK cells 
PMA/ionomycin 

5.0 

NCI-H292 IL-9 

23.2 

NK Cells IL-2 rest 

21.0 i 

NCI-H292 IL-13 

32.1 

Two Way MLR 3 day 

43.5 

NCI-H292 I FN gamma 

11.4 

Two Way MLR 5 day 

18.0 

HPAEC none 

0.0 

Two Way MLR 7 day 

0.0 

HPAEC TNF alpha + IL-1 
beta 

0.0 

PBMC rest 

7.2 

Lung fibroblast none 

0.0 
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PBMC PWM 

48.3 

Lung fibroblast TNF alpha + 
IL-1 beta 

0.0 

PBMC PHA-L 

76.8 

Lung fibroblast IL-4 jo.O 

Ramos (B cell) none 

0.0 

Lung fibroblast IL-9 

12.2 

Ramos (B cell) ionomycin jo.O 

Lung fibroblast IL-1 3 

0.0 

B lymphocytes PWM 128.7 

Lung fibroblast IFN gamma 

0.0 

B lymphocytes CD40L ] (Dermal fibroblast CCD1070 L Q 
and IL-4 j 1UU,U jrest I * 

EOL-1 dbcAMP j21.2 

i 

Dermal fibroblast CCD 1 070 
TNF alpha 

i 

85.3 

EOL-1 dbcAMP 1 
PMA/ionomycin J 

Dermal fibroblast CCD 1070 
IL-1 beta 

0.0 

Dendritic cells none |l5.3 

Dermal fibroblast IFN gamma 

0.0 

Dendritic cells LPS j32.3 

Dermal fibroblast IL-4 

0.0 _ 

Dendritic cells anti-CD40 

31.4 jlBD Colitis 2 

12.1 

Monocytes rest 

52.5 |lBD Crohn's 

5.6_ 

Monocytes LPS 

42.3 jColon (94.0 

Macrophages rest 

11.0 |Lung j27.7 

Macrophages LPS 

0.0 jlhymus 

34.6 

HUVEC none 

0.0 jlCidney S 78 - 5 

HUVEC starved 

n.7 j ! 


CNS_neurodegeneration_vl.O Summary: Ag2806 This panel confirms the 
expression of this gene at low levels in the brains of an independent group of individuals. 
However, no differential expression of this gene was detected between Alzheimer's diseased 
postmortem brains and those of non-demented controls in this experiment. See Panel 1.3D 


5 for a discussion of this gene in treatment of central nervous system disorders. 

Panel 1.3D Summary: Ag2806 Highest expression of this gene is detected in brain 
cerebellum (CT=31.2). Moderate levels of expression of this gene is mainly seen in all the 
regions of brain including amygdala, hippocampus, substantia nigra, thalamus, cerebellum, 
cerebral cortex, and spinal cord. Therefore, therapeutic modulation of this gene product may 
10 be useful in the treatment of central nervous system disorders such as Alzheimer's disease, 
Parkinson's disease, epilepsy, multiple sclerosis, schizophrenia and depression. 
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This gene codes for a homolog of mouse seizure related protein, SEZ-6. Mouse 
SEZ-6 was first isolated from cerebrum cortex-derived cells treated with pentylentetrazole 
(PTZ), one of the convulsant drugs (Shimizu-Nishikavva et aL, 1995, Brain Res Mol Brain 
Res 28(2):201-10, PMID: 7723619). Thus, SEZ-6 protein encoded by this gene may also 
5 play a role in brain seizure. 

In addition, moderate to low levels of expression of this gene is also seen in three 
lung cancer cell lines. Therefore, expression of this gene may be used as diagnostic marker 
to detect lung cancer and also, modulation of this gene or its protein product through the use 
of antibody or protein therapeutics, may be useful in the treatment of lung cancer. 

10 Panel 2D Summary: Ag2806 Highest expression of this gene is detected in breast 

cancer and normal kidney (CTs=26). Low levels of expression of this gene is also seen in 
breast, prostate, colon, uterine and kidney cancer. Therefore, therapeutic modulation of this 
gene product through the use of antibodies may be useful in the treatment of these cancers. 

Panel 4D Summary: Ag2806 Highest expression of this gene is detected in CD40L 
1 5 and IL-4 treated B lymphocytes (CT=34). Low but significant levels of expression of this 
gene is also seen in TNF alpha treated dermal fibroblasts, IL-2+IFN gamma treated LAK 
cells, PHA-L treated PBMC cells, liver cirrhosis and normal tissue represented by colon and 
kidney. Therefore, therapeutic modulation of this gene may be useful in the treatment of 
autoimmune and inflammatory diseases such as lupus erythematosus, Crohn's disease, 
20 ulcerative colitis, multiple sclerosis, chronic obstructive pulmonary disease, asthma, 
emphysema, rheumatoid arthritis, or psoriasis and liver cirrhosis. 

AG. , CG52919-02, CG52919-03 and CG52919-04: SEZ-6-like 
protein (7520500-54-1). 

Expression of gene CG52919-02, CG52919-03 and CG52919-04 was assessed using 
25 the primer-probe sets Ag2795, Ag2807, Ag90 and Ag7017, described in Tables AGA, 
AGB, AGC and AGD. Results of the RTQ-PCR runs are shown in Tables AGE, AGF, 
AGG, AGH, AGI, AGJ, AGK, AGL, AGM and AGN. 

Table AGA. Probe Name Aff2795 


Primers 


Sequences ^Length 

_ i 


Start 
Position 


SEQ ID No 
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Forward 

5 1 -cctacaaccgcattaccataga- 
3 1 

22 

1670 

387 

Probe 

TET-5 1 - 

tcagcgtttgacaatccaacttacga 
-3 ' -TAMRA 

26 

1693 

388 

Reverse 

5' -cccacctagatggagacttcat- 
3 • 

22 

1739 

389 


Table AGB . Probe Name Ag2807 


Primers 

Sequences 

Length 

Start 
Position 

SEQ ED No 

Forward 

5 1 -cctacaaccgcattaccataga- . 
3 • 

22 

1670 

390 

Probe 

TET-5 1 - 

tcagcgtttgacaatccaacttacga 
-3 1 -TAMRA 

26 

1693 

391 

Reverse 

5' -cccacctagatggagacttcat- 
3 ■ 

22 

1739 

392 


Table AGC . Probe Name Ag90 


Primers 

Sequences 

Length 

Start 
Position 

SEQ ID No 

Forward 

5 ' -ttggcctggactgcttcttc-3 1 

20 

***** - 

977 

393 

TET-5' - 

Probe jcatctctgtctaccctggctatggcgtg 
;-3 1 -TAMRA 

28 

999 

394 

Reverse * ' ~ a 99 ct s atattctg 9accttgatt- 

24 

1029 

395 


Table AGP . Probe Name Ag7017 


Primers 

Sequences 

Length 

Start 
Position 

SEQ ID No 

Forward 

5' -gtttgacaatccaacttacgagac- 
3' 

24 

1698 

396 

Probe 

TET-5' - 

cctagatggagacttcatattctctcgtc 
t - 3 1 - TAMRA 

30 
25 

1727 
1765 

397 
398 

Reverse 

5* -caagtctgagttgacttccctagac- 
3' 


5 Table AGE . AI_comprehensive panel_v 1 .0 
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i 

j 

Tissue Name j 

Kei. JcAp.(vo) 

Ag2795, Run 
255324382 

Tissue Name 

Dpi K\T\ 

Ag2795, Run 
255324382 


o.o 

112427 Match Control 
Psoriasis-F 

r, . . - - 

0.1 

1 10980 COPD-F 

0.0 

11 24 18 Psoriasis-M 

0.0 

1 10968 COPD-M 

0.0 

112723 Match Control 
Psoriasis-M 

0.0 

110977 COPD-M 

0.1 

112419 Psoriasis-M 

0.0 

110989 Emphysema- F 

0.0 

i iz4z4 iviatcn Lonuoi 
Psoriasis-M 

0.1 

1 10992 Emphysema-F 

0.0 

1 rSOliaSIS-M 

A 1 

110993 Emphysema-F 

0.0 

112425 Match Control 
Psoriasis-M 

0.1 

110994 Emphysema-F 

0.0 

104689 (MP) OA Bone- 
oacKiis 

0.1 

1 

110995 Emphysema-F 

0.2 

1 04690 (MF)Adj 
iNoimai t>one-t>acKus 

0.3 

110996 Emphysema-F 

0.0 

104691 (MF)OA 
Synovium-Backus 

0.0 



1 10997 Asthma-M 

0.0 

104692 (BA) OA 
Cartilage-Backus 

0.0 

111001 Asthma-F 

0.1 

104694 (BA) OA Bone- 
tjacicus 

0.1 

111002 Asthma-F 

0.0 

104695 (BA) Adj 

1NUI Itldl DU11C DcXL/tVLIo 

0.0 

111003 Atopic Asthma- 
r 

0.0 

104696 (BA) OA 
oynoviiuu-Dttt'KUb 

0.0 

— ' 1 

1 1 IUU4 Atopic Astnma- 
F 

i 

o.o 

1 

1 yJ^f i \J\J \00 ) \Jr\ DUI1C- 

Backus 

0.0 

1 1 1005 Atopic Asthma- 
F 

0.0 

1 

1 

104701 (SS)Adj 
"Normal" Bone-Backus 

0.0 

1 1 1006 Atopic Asthma- 
F 

0.0 

104702 (SS) OA 
Synovium-Backus 

0.0 

111417 Aliergy-M 

0.0 

117093 OA Cartilage 
»Rep7 

0.0 

1 12347 Allergy-M 

0.0 

112672 OA Bone5 

0.0 

|l 12349 Normal Lung-F 

(o.o 

112673 OA Synovium5 

0.0 
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1 

112357 Normal Lung-F | 

! 1 12674 OA Synovial ' 
01 |Fluidcells5 | 00 

112354 Normal Lung- 
M 

117100 OA Cartilage j 

112374 Crohns-F 

0.0 

112756 OA Bone9 llOO.O 

1 12389 Match Control i 
Crohns-F 

0.0 

1 1 2757 OA Sy novium9 jo.O 

^ .1 

112375 Crohns-F 

0.2 

i 

112758 OA Synovial j 
Fluid Cells9 

0.0 

1 12732 Match Control 
Crohns-F 

0.0 

117125 RA Cartilage 
Rep2 

0.1 

112725Crohm-M 

0.0 

113492Bone2RA 

0.0 

1 123 87 Match Control ; 
Crohns-M ^ i 

0.0 

113493 Synovium2 RA 

* 

0.0 

112378 Crohns-M 

i 

0.0 

„. ..... J 

113494 Syn Fluid Cells 
RA 

0.0 

1 12390 Match Control 
Crohns-M 

0.2 

113499 Cartilage4RA 

0.0 

112726 Crohns-M 

0.1 |1 13500 Bone4RA 

0.2 

1 1273 1 Match control 
Crohns-M 

0.1 

113501 Synovium4 RA 

0.0 

1 12380 Ulcer Col-F 

0.1 

113502 Syn Fluid Cells4 
RA 

0.0 

1 I27j4 Match contioi 
Ulcer Col-F 

0.1 

f 

113495 Cartilage3 RA ;0.0 

112384 Ulcer Col-F 

0.4 

113496Bone3RA !o.3 

112737 Match Control 
Ulcer Coi-F 

0.0 

113497 Synovium3 RA 

0.2 

112386 Ulcer Col-F 

0.0 

113498 Syn Fluid Cells3 
RA_ 

0.0 

112738 Match Control 
Ulcer Col-F 

0.0 

117106 Normal Cartilage 
Rep20 

0.0 

112381 Ulcer Col-M jo.O 

113663 Bone3 Normal jo.O 

112735 Match Control 
Ulcer Col-M 

0.7 

113664 Synovium3 |qq 
Normal j 

112382 Ulcer Col-M 

0.0 

113665 Syn Fluid Cells3 
Normal 

0.0 
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112394 Match Control ! 
Ulcer Col-M 

0.0 

117107 Normal Cartilage j 00 
Rep22 n j ' 

112383 Ulcer Col-M 


1 13667 Bone4 Normal jo.O 

112736 Match Control 
Ulcer Col-M 

0.0 

1 13668 Synovium4 | 0Q 
Normal | 

112423 Psoriasis-F 

Q1 111 3669 Syn Fluid Cells4 j Q0 
{Normal * 


Table AGF . CNSjieurodegeneration_vl .0 


Tissue Name 

Rel. 

Exp.(%) 
Ag2795, 
Run 

20697605 
2 

Rel. 

Exp.(%) j 
Ag2807, j 
Run 

20648228 

2 _ 

Rel. 

Exp.(%) 
Ag7017, 
Run 

279032451 

Tissue Name 

^ .* — : 

Rel. 

Exp.(%) 
Ag2795, 
Run 

206976052 

Rel. 

Exp.(%) 
Ag2807, 
Run 

2064822S2 

Rel. 

lL/\p t \ /O) 

Ag7017, 
Run 

27903245 
1 

AD 1 Hippo 

13.4 

14.6 

10.6 

Control 
(Path) 3 
Temporal \ 
Ctx 

3.5 

2.4 

3.9 

AD 2 Hippo 

66.4 

80.1 

62.4 

Control 
(Path) 4 
Temporal 
Ctx 

25.2 

28.1 

23.3 

AD 3 Hippo 

7.5 

6.0 

7.3 

AD 1 

Occipital Ctx 

6.7 

7.9 

9.3 

AD 4 Hippo 

7.4 

11.1 

9.5 

AD 2 

Occipital Ctx 
.(Missing) 

0.0 

0.0 

0.0 

AD 5 hippo 

0.0 

77.4 

61.6 

AD 3 

Occipital Ctx 

1.8 

1.7 

2.6 

AD 6 Hippo 

53.6 

49.7 

46.0 

AD 4 

Occipital Ctx 

19.9 

20.9 

21.0 

Control 2 
Hippo 

49.7 

48.3 

51.8 

AD 5 

Occipital Ctx 

j 

7.9 

9.8 

5.6 

Control 4 
Hippo 

6.6 

8.1 

7.3 

AD 6 

Occipital Ctx 

54.3 

66.4 

50.3 

Control 
(Path) 3 
Hippo 

2.0 

2.4 

0.0 

Control 1 
Occipital Ctx 

1.3 

2.2 

1.8 
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AD 1 

Temporal ( 

5.8 

5.9 '< 

, , 'control 2 ifR _ 
?J 'Occipital Ctx] 60 ' 7 

... i ... ■> 

69.3 

i 

97.3 

AD 2 

Temporal 

Ctx 

27.9 

34.4 j' 

H7 '; 

Control 3 \\$2 
Occipital Ctx j 

16.3 

13.4 

AD 3 

Temporal 

Ctx 

4.1 

2.3 j 

6.5 

Control 4 L . 
Occipital Ctx j * 

2.9 

3.4 

AD 4 

Temporal 

Ctx 

19.1 

20.7 

jControl : 
21.2 j(Path) I j 
jOccipital Ctx = 

100.0 

100.0 j 

79.6 

AD 5 Inf j 
Temporal 59.5 
Ctx 1 

69.3 

jcontrol 
100.0 j(Path) 2 

(Occipital Ctxj 

8.5 

J -" . 

7.6 

6.6 

AD 5 

SupTemporal 
Ctx 

46.0 

45.7 

— — t 
i 

39.5 

Control \ 
(Path) 3 j0.7 
Occipital Ctx \ 

1.2 

1.7 

AD 6 Inf 
Temporal 
Ctx _ 

18.9 

26.2 

21.5 

..... ■ 

Control 

(Path) 4 jlO.O 
Occipital Ctx] 

11.0 

10.6 

AD 6 Sup 
Temporal 
Ctx _ 

20.9 

21.2 

[ 

22.2 

i 

Control 1 j, . 

Parietal Ctx ! 

• 

5.0 

3.5 

Control I 
Temporal 
Ctx 

3.1 

2.5 

3.9 

Control 2 
Parietal Ctx 

22.8 

26.2 

24.7 

Control 2 
Temporal 
Ctx 

48.3 

56.6 

52.5 

Control 3 
Parietal Ctx 

14.9 

20.0 

20.4 

Control 3 
Temporal 
Ctx 

12.6 

15.4 

14.7 

Control 
(Path) 1 
Parietal Ctx 

74.2 

92.7 

84.7 

Control 4 
Temporal 
Ctx^ 

Control 
(Path) 1 
Temporal 
Ctx 

5.9 
74.7 

8.5 
81.2 

6.7 

Control 
(Path) 2 
Parietal Ctx 

20.3 

20.4 

OA A 

71.2 

Control 
(Path) 3 
Parietal Ctx 

1.4 

1.3 

2.9 

Control 
(Path) 2 
Temporal 
Ctx 

29.1 

40.1 

; 30.4 

i 

Control 
(Path) 4 
Parietal Ctx 

30.S 

40.1 

38.2 
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Table AGG . General_screening_panel_vl .6 


] 

Tissue Name 

ReL Exp.(%) ] 

\g7017, Run jTissue Name 

279032445 j 

Rel. Exp.(%) 
Ag7017, Run 
279032445 

Adipose 

0.1 jRenalca. TK-10 

0.0 

Melanoma* Hs688(A).T 

0.0 i 

Bladder 

0.0 

Melanoma r rtsooo^oj. 1 

n n Gastric ca. (liver met.) i 
U ' U :NCI-N87 

0.0 

Melanoma* M14 

i 

0.0 1 

Gastric ca. KATO HI 

0.0 

Melanoma* LOXIMVI 

0.0 

Colon ca. SW-948 

0.0 

Melanoma* SK-MEL-5 

0.0 

Colon ca. SW480 

0.1 

Squamous cell carcinoma 
SCC-4 

0.0 

Colon ca.* (SW480 met) 
SW620 

0.1 

Testis Pool 

0.1 

Colon ca. HT29 

0.0 

Prostate ca * fbone met) 
PC-3 


Colon ca. HCT-116 

0.0 

Prostate Pool 

0.0 

Colon ca. CaCo-2 

0.0 

Placenta 

0.2 

j 

Colon cancer tissue jO.O 

.... . ■ - ■ * ■ - ■ 

Uterus Pool 

0.0 

Colon ca. SW1116 

0.0 

— . — — 

[Ovarian ca. OVCARj ^ 

k_ 

Colon ca. Colo-205 

0.0 

jovarian ca. SK-OV-3 

b.o 

Colon ca. SW-48 

0.0 

Ovarian ca. OVCAR-4 

0.0 

Colon Pool ^ 

Oj0_ 

Ovarian ca. OVCAR-5 

em. " 

Small Intestine Pool 

0.1 

Ovarian ca. IGROV-1 

0.8 

Stomach Pool 

0.0 

Ovarian ca. OVCAR-8 

0.3 

Bone Marrow Pool 

0.0 

Ovary 

0.0 

Fetal Heart 

0.0 

Breast ca. MCF-7 

0.0 

Heart Pool 

0.0 

Breast ca. MDA-J^-23^1 

0.0 

Lymph Node Pool 

0.0 

Breast ca. BT 549 

0.0 

Fetal Skeletal Muscle 

0.0 

Breast ca. T47D 

0.0 

Skeletal Muscle Pool 

0.0 

Breast ca. MDA-N 

0.0 

Spleen Pool 

0.0 

Breast Pool 

0.0 

Thymus Pool 

0.0 
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Trachea 

0.0 

CNS cancer (glio/astro) 

\JO /-1V1VJ 

0.0 

Lung 

0.0 

CNS cancer (glio/astro) 

0.0 

Fetal Lung 

, — - — . , 

0.1 

L-iNo cancer ^iicurUjinei^ 
SK-N-AS 

0.2 

T unci "MPT-N417 

4 3 

CNS cancer (astro) SF- 
539 

0.0 

Lung ca. LX-1 

0.0 

CNS cancer (astro) SNB- 
75 

0.1 

Lungca. NCI-H146 

36.9 

CNS cancer (glio) SNB- 
19 

0.6 

Lung ca. SHP-77 

28.5 

CNS cancer (glio) SF-295, 

0.0 

Lung ca. A549 _ 

0.0 

Brain (Amygdala) Pool 

9.7 

Lungca.NCI-H526 

27.9 

Brain (cerebellum) 

84.7 

Lung ca. NCI-H23 

0.1 

Brain (fetal) 

100.0 

Lung ca. NCI-H460 

0.0 

Brain (Hippocampus) 
Pool 

12.8 

Lung ca. HOP-62 

1 

io.o 

[Cerebral Cortex Pool 

11. 1 

Lung ca. NCI-H522 

jO.O 

iBrain (Substantia nigra) 
[Pool 

O.H- 

1 ,„,! - T- 

Liver 

jo.o 

i 

jBrain (Thalamus) Poo 1_ 

119.5 ^ 

Fetal Liver 

[0.0 

IBrain (whole) 

r 

! 22 -i 

Liver ca. HepG2 
Kidney Pool 

1 

Io.o 

jspinal Cord Pod^_ 

2.1 

jo.o 

Adrenal Gland 

0.1 

Fetal Kidney 

0.0 

Pituitary gland Pool _ 

LS 

Renal ca. 786-0 

0.0 

Salivary Gland 

0.0 

Renal ca. A498 

0.0 

jThyroid (female) 

0.0 

Renal ca. ACHN 

0.0 

Jpancreatic ca. CAPAN2 

0.0 

Renal ca. UO-31 

0.1 

jpancreas Pool 

0.0 


Table AGH. HASS Panel vl .0 


Tissue Name 

ReL Exp.(%) 
Ag2795, Run 
268787250 

jRel. Exp.(%) 

Tissue Name ]Ag2795, Run 

'268787250 

MCF-7 CI |o.2 

US7-MGF1 (B) jO.O 
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MCF-7 C2 

O.O 

U87-MG F2 |0.0 

MCF-7 C3 

0.4 

U87-MG F3 10.0 

MCF-7 C4 

0.0 

U87-MG F4 jo.2 

MCF-7 C5 

0.2 

U87-MG F5 jO.O 

MCF-7 C6 

0.5 

U87-MG F6 10.0 

MCF-7 C7 

0.4 

U87-MGF7 io.t 

MCF-7 C9 

0.2 

U87-MG F8 

0.1 

|MCF-7C10 

0.1 

U87-MG F9 

0.0 

|mCF-7C11 

0.0 

U87-MGF10 

0.0 

MCF-7 CI 2 

0.2 

U87-MG Fl 1 

0.0 

MCF-7 CI 3 

0.3 

U87-MGF12 

0.0 

MCF-7 CI 5 |0.2 

U87-MG F13 

0.0 

MCF-7 C16 |0.3 

U87-MGF14 

0.0 

MCF-7 CI 7 (0.4 

U87-MGF15 

0.1 

T24 D1 jO.O 

U87-MG F16 

0.0 

T24D2 

0.1 

U87-MGF17 

0.0 

T24D3 

0.0 

LnCAPAl 

0.2 

T24D4 

0.0 

LnCAP A2 

0.5 

T24D5 

0.1 

LnCAP A3 

0.2 

T24D6 

0.0 

LnCAP A4 

0.9 

T24D7 

0.0 

LnCAP A5 

0.1 

T24 D9 

0.0 

LnCAP A6 

0.3 

T24 D10 

0.0 

LnCAP A7 

0.4 

T24 Dl 1 

0.0 

LnCAP AS 

0.2 

T24 D12 

0.0 

LnCAP A9 

0.0 

T24D13 

0.0 

LnCAP A10 

0.3 

T24D15 

0.0 

LnCAP All 

0.9 

T24D16 

0.0 

LnCAP A 12 

0.0 

T24D17 

0.0 

LnCAP A 13 

0.0 

CAPaNBl 

0.0 

LnCAP A 14 

0.0 

CAPaN B2 

0.0 

LnCAPAl 5 

0.1 
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1 " 1 

CAPaN B3 jO.O 

LnCAPA16 ! 

0.9 

CAPaN B4 iO.O 

LnCAPA17 

0.2 

CAPaN B5 

0.0 

Primary Astrocytes 

1.0 

CAPaN B6 

0.0 

Primary Renal Proximal !q q 
Tubule Epithelial cell A2 \ 

CAPaN B7 _ 

0.0 _ 

— — - ■• - - -i — " 

Primary melanocytes A 5 |0.0 

CAPaN B8 

0.0 

126443-341 meduilo |0.0 

_ — T 

CAPaN B9 lo.l 

126444 -487 meduilo (0.1 

CAPaN B10 |0.0 

126445 -425 meduilo jo.5 

CAPaNBll jO.l _ 

i 

126446 - 690 meduilo [100.0 

CAPaN B 12 =0.0 

126447 -54 adult glioma jo.3 

CAPaN B 13 (0.0 

126448 - 245 adult glioma 

0.1 

CAPaN B 14 Jo.O 

■I 

126449 -317 adult glioma |3.7 _ 

CAPaN B 15 lo.O 

126450 -212 glioma |30.S 

" ,M " 11 " " i 

CAPaN B 16 jO.O 

126451 -456 glioma jsO.O 

CAPaN B 17 !o.O 

<■ - -i , 

i 

'i 


Table AGI . Oncology j:elljine_screening_panel_v3.2 


1 

Tissue Name 

; 

Rel. 

Exp.(%) 
Ag2795, 
Run 
2714006 

Tissue Nnme 

Rel. 

Exp.(% 

) 

Ag2795 
, Run 
271400 
611 

0.0 

i 

94905_Daoy_Medulloblastoma/Cerebellu \^ ^ 
m sscDNA { 

94954_Ca Ski_Cervical epidermoid 
carcinoma (metastasis)_sscDNA 

94906JTE671 Jvledulloblastom/Cerebellu L Q 
m_sscDNA j 

94955JES-2_Ovarian clear cell 
carcinoma sscDNA 

0.0 

94907_D2S3 j 
Med Medulloblastoma/Cerebellum sscDNj7.2 
A 1 

94957 Ramos/6h stim_ Stimulated 
with PMA/ionomycin 6h_sscDNA 

0.0 

t 

9490S_PFSK- ^Primitive L Q 
Neuroectodermal/Cerebellurn_sscDNA | 

94958_Ramos/14h stim_ Stimulated 
with PMA/ionomycin 14h_sscDNA 

0.0 

94909_XF-498_CNS_sscDNA 

0.2 

1 

94962_MEG-01_Chronic 
myelogenous leukemia 
(megokaryoblast)_sscDNA 

0.0 
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1 

9491 0_SNB-78_CNS/glioma_sscDNA !< 

( 

3.0 |j 

?4963_Raji_Burkitt's 
ymphoma_sscDNA 

3.0 

- - — — - — — i 

9491 1_SF- j 00 !< 
268 CNS/glioblastoma_sscDNA | * 

?4964_Daudi_Burkitt's 
ymphoma_sscDNA 

0.0 

94912 T98G Gliob!astoma_sscDNA I 

j94965JJ266JB-cell 
jplasmacytoma/myelorna_sscDNA 

0.0 

96776_SK-N-SH_Neuroblastoma j 
(metastasis) sscDNA ■ 

0.6 

94968_CA46_Burkitt , s 
lymphoma_sscDNA 

0.0 

i 

94913_SF- j 
295_CNS/glioblastoma_sscDNA \ 

0.0 

94970_RL_non-Hodgkin*s B-cell 
lymphoma_sscDNA 

0.0 

13^565 NT2 dooI sscDNA 

0.0 

94972_JMlj>re-B-cell 
lymphoma/leukemia_sscDNA 

0.0 

Q4Q14 Cerehellum sscDNA 

14.9 

94973_Jurkat_Tcell 
leukemia sscDNA 

0.0 

96777 Cerebellum sscDNA 

15.2 

94974JTF- 

1 _Eryth ro 1 eu kem ia_sscDN A 

0.0 

949 1 6_NCI-H292_Mucoepidermoid lung 
carcinoma sscDNA 

0.0 

1 

94975_HUT 78_T-cell 
lymphoma_sscDNA 

0.0 

94917JDMS-1 14_Smal! cell lung 
cancer sscDNA 

0.0 

94977_U937_Histiocytic 
lymphoma_sscDNA 

0.0 

94918_DMS-79_Small cell lung 
cancer/neuroendocrine_sscDNA 

100.0 

94980JCU-S 1 2 ^Myelogenous 
leukemia sscDNA 

0.0 

94919_NCI-H146_Small cell lung 
cancer/neuroendocrine sscDNA 

36.6 

949Sl_769-P_Clear cell renal 
carcinoma sscDNA 

0.0 

94920_NCl-H526_Small cell lung 
cancer/neuroendocrine sscDNA 

33.0 

94983_Caki-2_Clear cell renal 
carcinoma sscDNA 

0.0 

i— 111 

94921_NCI-N417_SmalI cell lung 
jcancer/neuroendocr ine_sscDN A 

5.1 

94984_SW 839_Clear cell renal 
carcinoma sscDNA 

0.0 

94923_NCI-HS2_Sma11 cell lung 
cancer/neuroendocrine_sscDNA 

6.9 

94986_G401_Wilms' 
tumor sscDNA 

0.0 

94924_NCI-H1 57_Squamous cell lung 
cancer (metastasis)_sscDNA 

0.0 

12676S_293 ceJIsjscDNA 

0.0 

94925_NCI-H1 155_Large cell lung 
cancer/neuroendocrine sscDNA 

7.3 

94987_Hs766T_Pancreatic 
carcinoma (LN metastasis) jjscDNA 

0.0 

94926 JMCI-H1 299 JLarge cell lung L Q 
cancer/neuroendocrine_sscDNA j 

i . . 

94988_CAPAN- l_Pancreatic 
adenocarcinoma (liver 
metastasis)_sscDNA 

0.0 

94927_NCI-H727_Lung 
carcinoid_sscDNA 

3.1 

94989_SU86.86_Pancreatic 
carcinoma (liver 
metastasis)_sscDNA 

0.0 
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94928_NCI-UMC-1 l_Liuig 
carcinoid_sscDNA \ 

< 

?4990_BxPC-3_Pancreatic 
adenocarcinoma_sscDNA 

3.0 

94929_LX-l_Small cell lung 
cancer_sscDNA ^ 

O.O 

?4991_HPACJ > ancreatic 
adenocarcinoma sscDNA 

0,0 

94930_Colo-205_Colon cancer_sscDNA 

0.0 

94992_MIA PaCa-2_Pancreatic 
carcinoma sscDNA 

0.0 

j 

9493 l_KM12_Colon cancer_sscDNA 

0.0 

94993_CFPAC-1 ^Pancreatic ductal 
adenocarcinoma sscDNA j 

0.0 

94932_KM20L2_Colon cancer_sscDNA 

0.0 

94994_PANC- 1 JPancreatic ] 
epithelioid ductal | 
carcinoma sscDNA 

0.0 

94933JvICI-H716_Colon cancer_sscDNA 

1 

3.6 

94996_T24_Bladder carcinma 
^transitional ceii^sscuiN/v . 

0.0 

— — ■ - " — - • — — 

94935_SW-48_Colon 
adenocarcinoma_sscDNA 

0.0 

94997_5637_Biadder 

Cat CulOllla SSOL/lN-tt 

0.0 

j94936_SW1116_Colon | Q Q 
|adenocarcinoma_sscDNA ^ 

94998_HT- 1 1 97_Bladder 
carcinoma_sscLaN/\ ^ 

0.0 

94937_LS 174T_Colon L, 
adenocarcinoma sscDNA j 

94999__UM-UC-3_B ladder carcinma 
(transitional cell)_sscDNA 

0.0 

94938_SW-948_Colon 
adenocarcinoma sscDNA 

0.0 

95000_A204JRhabdomyosarcoma_s 
scDNA 

0.0 

94939_SW-480_Colon 
adenocarcinoma sscDNA 

0.0 

95001 ar- 
ioso Fibrosarcoma sscDNA 

0.0 

94940_NCI-SNU-5_Gastric 
carcinoma sscDNA 

0.0 

95002_MG-63_Osteosarcoma 
(bone)_sscDNA 

0.0 

i 

112197_KATO III_Stomach_sscDNA 

;o.o 

95003_SK-LMS- 
l_Leiomyosarcoma 

^ VU 1 Va 5CJLJ IN r\ 

0.0 

94943_NCI-SNU-16_Gastric 
carcinoma_sscDNA ^ ^ 

0.0 

95004_SJRH30_Rhabdomyosarcom 

n fmpt tn hnnp marrow^ ^cDNA 

0.8 

94944JMCI-SNU-lJ3astric 
carcinoma sscDNA 

0.0 

95005_A43 ^Epidermoid 
carcinoma sscDNA 

0.0 

94946_RF-l_Gastric 
adenocarcinoma_sscDNA 

0.0 

95007 JWM266- 

4 Melanoma sscDNA 

0.0 

94947_RF-48_Gastric 
adenocarcinoma_sscDNA 

0.0 

112195J3U 145_Prostate_sscDNA 

0.0 

96778_MKN-45J3astric 
carcinoma sscDNA 

0.0 

950 1 2jVlDA-MB-468JBreast 
adenocarcinoma sscDNA 

0.0 

94949_NCI-N87_Gastric 
carcinoma_sscDNA 

0.0 

1121 96_SSC-4_Tongue_sscDNA 

0.0 
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1 1 

9495 l_OVCAR-5_Ovarian j Q Q 
carcinoma sscDNA j 

1 l2194_SSC-9_Tongue_sscDNA 

0.0 

94952_RL95-2JJterine j 
carcinoma sscDNA 

0.0 |l 1219!_SSC-15JTongue_sscDNA 

0.0 

94953_HelaS3_Cervical 
adenocarcinoma_sscDNA 

j95017_CAL 27_Squamous cell L 
(carcinoma of tongue_sscDNA j 


Table AGJ. Panel 1 


Tissue Name i 

Rel. Exp.(%) 

Ag90, Run ; 

87586258 

-Rel. Exp.(%) 
Tissue Name |Ag90, Run 
|87586258 

Endothelial cells 

0.0 

Renal ca. 786-0 

0.0 

Endothelial cells (treated) 
Pancreas 

0.0 

Renal ca. A498 

0.0 


Renal ca. RXF393 ]0.0_ 

Pancreatic ca. CAPAN 2 

0.0 

Renal ca. ACHN !o.O 

Adrenal crland 

0.0 

Renal ca.UO-31 

0.0 

1 Thyroid 

0.0 

Renal ca. TK-10 

0.0 

Salivary gland ^ 

0.0 

Liver 

0.0 

Pituitary gland 

0.0 

Liver (fetal) '0.0 

Brain (fetal) 

37.1 

Liver ca. (hepatoblast) L Q 
HepG2 J _ 

Brain (whole) 

22.5 

Lung 

0.0 

Brain (amygdala) 
Brain (cerebellum) 

24.8 

Lung (fetal) j 

0.0^ 
0.0 

100.0 

Lungca. (small cell) LX-1 

Brain (hippocampus) 

29.5 

Lung ca. (small cell) NCI- 
H69 

33.7 

Brain (substantia nigra) 

7.6 

Lung ca. (s.cell var.) SHP- 
77_ 

0.0 

Brain (thalamus) 

13.7 

Lung ca. (large cell)NCI- 
H460 

0.0 

Brain (hypothalamus) 

7.7 

Lung ca. (non-sm. cell) 
A549 

0.0 

Spinal cord 

1.4 

Lung ca. (non-s.cell) NCI- 
H23 

0.0 
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10 

jLung ca. (non-s.cell) 
{HOP-62 

D.O 

gllO/aSllO U** 1 1 o-lvlVJ j 

3.0 

Lung ca. (non-s.cl) NCI- . 
IH522 

0.0 

astrocytoma SW1783 

0.0 

" " i *-"' " " " 

|Lung ca. (squam.) SW 900. 

0.0 

neuro*; met SK-N-AS 

0.4 

'Lung ca. (squam.) NCI- 
|H596 ! 

20.0 

astrocytoma SF-539 

0.0 

— — i 

Mammary gland : 

0.1 

astrocytoma SNB-75 

0.0 


Breast ca.* (pl.ef) MCF-7 

0.0 

glioma SNB- 19 

1.8 

Breast ca.* (pl.ef) MDA- 
MB-231 

n n 

u.u 

glioma U251 

0.4 

Breast ca.* (pi. ef) T47D 

0.0 

glioma SF-295 

0.0 

{Breast ca. BT-549 

0.0 

Heart 

0.0 

! 

Breast ca. MDA-N 

0.0 

Skeletal muscle j 

0.0 

iOvary 

0.0 

Bone marrow 

0.0 

— — — — 

Ovarian ca. OVCAR-3 i 

0.0 

Thymus 

0.1 

I 

Ovarian ca. OVCAR-4 

0.0 

Spleen 

Lymph node 

0.0_ 

^Ovarian ca. OVCAR-5 

0.0 

0.0 

lovarian ca. OVCAR-S 

0.0 

r — • — ' — 

Colon (ascending) 

0, 

^ 

Ovarian ca. IGROV-1 

0.0 


0.1 

Ovarian ca. (ascites) SK- 
OV-3 

0.0 

Small intestine 

0.3 

Uterus 

0.0 

Colon ca. SW480 

0.0 

Placenta 

0.0 

Colon ca.*SW620 
(SW480 met) 

0.0 

Prostate 

0.0 

Colon ca. HT29 

0.0 


i 

[Prostate ca.* (bone met) 
PC-3 

0.0 

Colon ca. HCT-116 

0.0 


'Testis 

1.3 

Colon ca. CaCo-2 

0.0 

Melanoma Hs68S(A).T 

|o.o 

Colon ca. HCT-15 

0.0 

Melanoma* (met) 
Hs688(B).T 

Jo.o 

Colon ca. HCC-2998 

0.0 

Melanoma UACC-62 

|o.o 

Gastric ca. * (liver met) 
NCI-N87 

0.0 

Melanoma M 14 

jao 
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Bladder 

0.0 

Melanoma LOX IMVI 

0.0 

Trachea 

0.0 

Melanoma* (met) SK- 
MEL-5 

0.0 

Kidney 

0.0 

Melanoma SK-MEL-28 

0.0 

Kidney (fetal) 

0.0 




Table AGK. Panel 1.3D 


Tissue Name 


ReL Exp.(%) 
Ag2795, Run 
165643063 


Liver 

adenocarcinoma 


jPancreas 


Pancreatic ca. 
CAPAN_2 _ 

Adrenal gland 


0.0 


Rel. Exp.(%) 
Ag2807, Run 
165528058 


Tissue Name 


0.0 


0.0 
0.0 
0.0 


Thyroid 


Salivary gland 


0.0 


0.0 


Pitui tary g land^ 
Brain (fetal) 


!6.8 ^ 
100.0 


0.2 . 
■ — 

* 

lo.o 
J 

.|0;3 

1(10 
0.0_ 


Kidney (fetal) 


sRenal ca. 786-0 


Rel. 

Exp.(%) 
Ag2795, 
Run 

165643063 


Rel. 

Exp.(%) 
Ag2807, 
Run 

165528058 


0.0 


0.0 


0.0 


0.0 


Renal ca. A498 


0.3 


iRenal ca. RXF 393 


Renal ca. ACHN 
jRenal ca. UO-3 1_ 


Brain (whole) 


Brain (amygdala) 


Brain (cerebellum) ^ 
Brain (hippocampus) 


51.4 


77.4 


Brain (substantia 
nigra) 

Brain (thalamus) 
Cerebral Cortex 


58.6 
49.0 


100.0_ 

56.3 ^ 

78.5 


Renal ca^TK-^10 
Liver 


Liver (fetal) 


Liver ca. 

(hepatoblast) HepGg.' 


9.7 
46.7 


Spinal cord 


79.0 
53 .2_ 

13.5 
63.7 


37.9 


5.9 


9*0. 

0.0 

0.0 


0.2 


0.0 


Lung 


0.0 
0.0 


Lung (fetal) 


0.1 


Lung ca. (small cell) 
LX-1 


Lung ca. (small cell) 
NCI-H69 


32.5 


4.1 


Lung ca. (s.cell var.) 
SHP-77 


Lung ca. (large 
cell)NCI-H460 


0.0 


41.5 


34.4 


0.3 


0.3 

!°iL 
0.0 


00 
0.0 


0.0 


0.0 
0.0 


0.2 
0.0 

92.7 


25.2 


0.0 
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glio/astro US7-MG ( 

).0 ( 


„ungca. (non-sm. . 
:ein A549 

).0 ( 

3.0 

glio/astro U-118-MG ( 

).0 

0.0 

Lung ca. (non-s.cell) L . 
NCI-H23 ^ j 

3.0 

— 

astrocytoma , 
SW1783 

— — . 

).0 

0.1 

Lung ca. (non-s.cell) 
HOP-62 

0.0 

0.0 

neuro*; met SK-N- 
AS 

0.4 

J 

!Lung ca. (non-sxl) 
U * U 1NCI-H522 

0.0 

0.0 

astrocytoma SF-539 

0.0 

u.u 

Lung ca. (squam.) 
SW 900 

0.0 

0.0 

i 

jastrocytoma SNB-75 

0.0 

U.U 

Lung ca. (squam.) 
NCI-H596 

70.2 

58.2 

r 

jglioma SNB-19^ 

! 

2.5 

Mammary gland 

0.4 

11 ; 

glioma U251 

3.5 

4.2 

Breast ca.* (pl.ef) 
MCF-7 

0.0 

0.0 

glioma SF-295 

0.0 

., .. 
0.0 

Breast ca.* (pl.ef) 
MDA-MB-231 

0.0 

0.0 

'Heart (fetal) 

0.0 

0.0 

Breast ca.* (pl.ef) 
T47D 

0.0 

0.0 

i . ■■ «t - 

iHeart 

0.1 

0.0 

Breast ca. BT-549 

0.0 

0.0 

I " ~ 

[Skeletal muscle 
((fetal) 

0.4 

0.0 

Breast ca. MLDA-N 

! 

0.0 

n 

0.0 

(Skeletal muscle 

0.0 

0.0 

Ovary 

\J.\J 


jBone marrow 

0.0 

0.0 

Ovarian ca. 
OVCAR-3 

0.0 

0.2 

i 

Thymus 

0.0 

0.0 

f 

Ovarian ca. 
OVCAR-4 

0.1 

0.0 

Spleen 

0.5 

0.0 

Ovarian ca. 
OVCAR-5 

0.0 

0.0 

Lymph node 

0.1 

0.1 

Ovarian ca. 
OVCAR-8 

0.0 

0.0 

Colorectal 

0.0 

0.0 

Ovarian ca. 1GROV- 
1 

0.0 

0.0 

Stomach 

0.0 

0.0 

Ovarian ca.* 
(ascites) SK-OV-3 

0.2 

0.0 

Small intestine 

0.6 

1.0 

i 

(Uterus 

0.0 

0.1 

[colon ca. SW480 

0.0 

0.0 

Placenta 

0.1 

0.2 
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uoion ca. 

SW620(SW480 met) 

0.0 

0.0 

Prostate 

1 

0.0 j 

0.0 

Colon ca. HT29 

0.0 

0.0 

PrAQtate ca * fbone 

I l U J lULu w CI - ^vul IV 

meOPC-3 

0.0 

0.0 

Lolon ca. HCi-i io 

n ^ 

U.J 

0 0 

v.v 


0.4 

0.3 

Colon ca. CaCo-2 

0.0 

0.0 

1 

Melanoma 

0.0 

0.0 

Colon ca. 
tissue(UUU^ ODD) 

0.0 

io.o 

I 

Melanoma* (met) 
HsfiiSRfFOT 

0.1 

0.0 

Colon ca. HCC-2998 

0.0 

i 

0.0 

Mplannmn UACP- 

ivicialiuiwa uriv^v^ 

62 

0.0 

0.0 

Gastric ca.* (liver 
met) NCI-N87 

0.4 

0.1 

1 

J 

Melanoma M14 

0.0 

0.0 

Bladder 

0.4 

0.1 

Melanoma LOX 
IMVI 

0.0 

0.0 

Trachea 

0.1 

1 

Melanoma* (met) 
SK-MEL-5 

Io.o 

0.1 

Kidney 

0.0 

r - 

0 0 

;Adipose 

0.1 

0.0 

Table AGL. Panel 2D 







Tissue Name 

Re). 

Exp.(%) 
Ag2795, ' 
Run 

163577802 1 

Rel. 

Exp.(%) 
Ag2807, 
Run 

162598819 ; 

Tissue Name 

Rel. Exp.(%) 
Ag2795,Run i 
163577802 

Rel. Exp.(%) 
Ag2807, Run 
162598819 

Normal Colon 

6.3 ■ 

.3.2 1 

Kidney Margin 
8120608 

0.0 

3.8 

CC Well to Mod 
Diff(OD03866) 

0.0 

* 

0.0 

Kidney Cancer 
S120613 

0.5 

0.0 

CC Margin 
(OD03866)_ 

1.7 

5.9 

Kidney Margin 
8120614 

2.5 

1.5 

CC Gr.2 

rectosigmoid 

(OD03868) 

0.0 

i 

0.0 

Kidney Cancer 
9010320 

0.0 


0.7 

CC Margin 
(OD03868) 

0.0 

1- . . 


Kidney Margin 
9010321 

1.7 

1.7 

CC Mod Diff 
(ODO3920) 

0.0 

0.7 

Normal Uterus 

0.0 

1.0 

CC Margin 
(ODO3920) 

0.6 

1.4 

Uterus Cancer 
064011 

1.5 

0.8 
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CCGr.2 ascend , 
colon (OD03921) j 

).o : 

3.4 

Normal Thyroid 

1.3 

0.3 

CC Margin 
(OD03921) 

1.0 

2.3 

Thyroid Cancer 
064010 

1.6 

0.0 

CC from Partial 
Hepatectomy 

j\)y ) IVieiS 


0.4 

Thyroid Cancer 
A302152 

1.3 

0.2 

... . , __,_ f 

Liver Margin j 
(ODO4309) 1 

0.0 

0.4 

Thyroid Margin 
A302153 

0.0 

0.0 

Icolon mets to lung 
|(OD04451-01) 

0.0 

2.9 

Normal Breast 

0.7 

1.7 

\ — - — 1 — : 

jLung Margin 
|(OD04451-02) 

1.1 

4.5 

Breast Cancer 
(OD04566) t 

0.0 


Normal Prostate 
6546-1 

6.7 

9.8 , 

Breast Cancer L Q 
(OD04590-01) j 

l 7 
i . j 

Prostate Cancer 
(OD04410) 

2.3 

3.4 

i 

Breast Cancer j 

Mets (OD04590- {0.6 

03) ! 

1.8 

Prostate Margin 
(OD04410) 

. ... ., 

1.6 
1.2 

3.3 

Breast Cancer 

Metastasis 

(OD04655-05) 

1.0 

O.S 

Prostate Cancer 
{Uuu^ /ZIMJ i ) 

2.6 

Breast Cancer 
064006 

0.0 

, .. . - 

0.0 

Prostate Margin 
Normal Lung 

9.0 

7.2 

Breast Cancer 
1024 

0.0 



1.5 

2.1 

2.6 

Breast Cancer L ~ 
9100266 _ \ 

1.2 

Lung Met to Muscle 

0.0 

0.0 

Breast Margin L Q 
9100265 j ' 

1.7 

Muscle Margin 
(OD042862_ 

0.7 

0.0 

Breast Cancer L ^ 
A209073 r J 

0.0 

Lung Malignant 
Cancer (OD03126) 

0.0 

0.0 

Breast Margin 
A209073 

0.0 

i 

0.0 

Lung Margin 
(OD03 126^ _ 

0.5 

0.5 

Normal Liver 

jo.o 

0.4 

Lung Cancer 
(OD04404) 

0.0 
0.0 

:o.o 

i Liver Cancer 
064003 

0.0 

0.0 

Lung Margin 
(OD04404)_ 

1.5 

i Liver Cancer 
' 1025- 

0.0 

0.0 
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Lung Cancer L 

).0 ( 

,.3 1 

Liver Cancer 

1 076 ! 

100.0 

100.0 

Lung Margin , 
(OD04:>65) 

3.0 

„ 

Liver Cancer 
5004-T 

0.0 

0.0 

Lung Cancer 
(OD04237-0J) 

20.4 

13.2 

Liver Tissue j 
6004-N 

0.0 

0.0 

Lung Margin 
(OD04237-02) i 

1.3 

0.9 

Liver Cancer 
6005-T 

80.1 

64.6 

Ocular Mel Met to 
Liver (UUU43 lU) 

0.0 

2.6 

Liver Tissue 
6005-N 

0.0 

0.0 



Liver Margin 
(ODO4310) | 

0.0 

0.0 (Normal Bladder j 

7.2 

7.4 

Melanoma Mets to 
Lung(OD04321) 

0.0 

Bladder Cancer 
0,0 |1023 

0.4 

0.0 

Lung Margin 
(OD04321) 

1.6 

i 

2.9 

Bladder Cancer 
A302173 

1.3 

2.8 

Normal Kidney 

1.1 

1.0 : 

Bladder Cancer 
(OD04718-01) 

0.0 

A A 
U.4 

1 

Kidney Ca, Nuclear 
grade2(OD04338) 

1.2 

1.2 

Bladder Normal J 

Adjacent |0.7 , 

(OD047 18-03) j 

0.4 

Kidney Margin 
(OD04338) 


1.1 

Normal Ovary 

0.0 

0.0 

Kidney Ca Nuclear 
grade 1/2 

0.0 

jovarian Cancer 
0:> |064008 

0.0 

I 

1 

0.7 

Kidney Margin 

0.5 

jovarian Cancer 
0,9 ](OD0476S-07) 

0.4 

1.1 

Kidney Ca, Clear 
ceu type ^vjlaj-ohuj 

Kidney Margin 
(OD04340) 

Kidney Ca, Nuclear 
grade 3 (OD04348) 

0.0 
1.0 

n (Ovary Margin 
0i l(OD04768-08) 

0.0 

0.0 
2.6 

0.3 

Normal Stomach 

1.2 



0.0 

0.4 

0.0 

0.9 

Gastric Cancer 
9060358 

0.0 

Kidney Margin 
(ODQ4348) ^ 

0.3 

0.8 

'Stomach Margin 
9060359 

1.4 

Kidney Cancer 
(OD04622-01) 

0.0 

0.9 

Gastric Cancer 
■9060395^ 

0.4 

0.5 

Kidney Margin 
(OD04622-03) 

0.0 

0.0 

J 

Stomach Margin 
9060394 

0.6 

2.0 
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Kidney Cancer 
(OD04450-01) 

0.0 

1.2 

Gastric Cancer 
9060397 

1.4 

0.8 

Kidney Margin 
(OD04450-03) 

0.3 

0.4 

Stomach Margin 
9060396 

6.0 

1.9 

Kidney Cancer 
8120607 

0.0 

< 

0.0 

Gastric Cancer 
064005 

h 

1.6 


Table AGM . Panel 4. ID 


— — — n ~ — r 

jRel. Exp.(%) 
Tissue Name jAg7017,Run 
|279031713 ^ 

rissue Name 

Rel. Exp.(%) 
Ag7017, Run 
279031713 

o.o 

Secondary Thl act jO.O 

HUVEC IL-lbeta 

Secondary Th2 act 1< 

).0 

HUVEC IFN gamma 

0.0 

Secondary Trl act 

3.0 

HUVEC TNF alpha + IFN 
gamma 

0.0 

Secondary Thl rest 

0.0 

HUVEC TNF alpha + IL4 

0.0 

Secondary Th2 rest 

.... - _ 

0.0 

HUVEC IL-1 1 

0.0 

Secondary Trl rest 

0.0 

Lung Microvascular EC none 

0.0 

Primary Thl act 

iLung Microvascular EC 
°'° |TNFalpha + IL-lbeta 

n n 

Primary Th2 act 

0.0 

Microvascular Dermal EC 
none 

0.0 

Primary Trl act jO.O 

Microsvasular Dermal EC 
TNFalpha + IL-lbeta 

0.0 

— . — - — - — j 
Primary Till rest 

r- 
0.0 

Bronchial epithelium 
TNFalpha+ILlbeta 

0.0 

Primary Th2j£St_ ^ 

Primary Trl rest 

0.0 

Small airway epithelium none 

0.0 

0.0 

Small airway epithelium 
TNFa!pha+ IL-lbeta 

0.0 

CD45RA CD4 
lymphocyte act 

0.0 

Coronery artery SMC rest 

0.0 

CD45RO CD4 
lymphocyte act 

2.1 

Coronery artery SMC 
TNFalpha+ IL-lbeta 

0.0 

CDS lymphocyte act 

0.0 

Astrocytes rest 

42.0 

Secondary CDS 
lymphocyte rest 

0.0 

Astrocytes TNFalpha + IL- 
lbeta 

15.5 
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Secondary CDb 
lymphocyte act 

... ... j 1 

).0 jKU-812 (Basophil) rest ( 

).0 

CD4 lymphocyte none < 

jKU-8 12 (Basophil) { 
| PMA/ionomycin 

3.0 

2ryThl/Th2/Trl anti- 
CD95CH11 

,0 

CCD 1 1 06 (Keratinocytes) 
none 

O.O 


0.0 

CCD) 106 (Keratinocytes) 
TNFalpha + IL-1 beta 

0.0 

LAK cells IL-2 

0.0 

Liver cirrhosis 

0.0 

LAK cells IL-2+IL-12 

0.0 

NCI-H292 none 

0.0 

LAK cells IL-2+IFN 
garnma 

0.0 

NCI-H292 IL-4 

0.0 

LAK cells IL-2+IL- 18 

0.0 

NCI-H292 IL-9 |0.0 ! 

LAK cells 
PMA/ionomycin 

0.0 |nCI-H292 IL-13 

5.3 

NK Cells IL-2 rest 

0.0 |nCI-H292 IFN gamma 

0.0 

Two Way MLR 3 day jo.O ! 

HPAECnone 

0.0 

L A 'hPAEC TNF alpha + IL-1 
Two Way MLR 5 day jO.O 

0.0 

Two Way MLR 7 day 

... — - j 

|0.0 (Lung fibroblast none 

0.0 

r 

PBMC rest 

*Lung fibroblast TNF alpha + 
jlL-1 beta _ 

0.0 

iPBMC PWM 

0.0 jLung fibroblast IL-4 

0.0 

PBMC PHA-L 

0.0 jLung fibroblast 1L-9 

0.0 

Ramos (B cell) none_ 

0.0 jLung fibroblast IL-13 

0.0 

Ramos (B cell) ionomycin 

0.0 |Lung fibroblast IFN gamma _ 

0.0 

B lymphocytes PWM 

0.0 

Dermal fibroblast CCD1070 
rest 

0.0 

B lymphocytes CD40L 
and IL-4 

5.5 

Dermal fibroblast CCD1070 
TNF alpha 

0.0 

EOL-1 dbcAMP 

13.6 

Dermal fibroblast CCD1070 
IL-1 beta 

0.0 

EOL-1 dbcAMP 
PMA/ionomycin 

0.0 

Dermal fibroblast IFN gamma 

0.0 

Dendritic cells none 

0.0 

Dermal fibroblast IL-4 

0.0 

Dendritic cells LPS 0.0 

Dermal Fibroblasts rest 

0.0 
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Dendritic cells anti-CD40 0.0 'Neutrophils TNFa+LPS 

100.0 

■ — ~— — — i — — - — - — — . — — ~ , 

i 

Monocytes rest iO.O 

Neutrophils rest 

0.0 

Monocytes LPS 

143 

Colon 

6.8 

Macrophages rest 

0.0 

Lung 

0.0 

Macrophages LPS 

0.0 

Thymus 

0.0 

HUVEC none 

0.0 jKidney 

4.1 

HU VEC starved 

0.0 i 



Table AGN . Panel 4D 


Tissue Name 

Rel. Exp.(%) 
Ag2807, Run 
165806333 

Tissue Name 

Rel. Exp.(%) 
Ag2807, Run 
165806333 

Secondary Th I act /■ 

1.2 

HUVEC IL-lbeta 

0.0 

Secondary Th2 act 

1.1 

HUVEC IFN gamma 12.1 

J ^ , L , jHUVEC TNF alpha + IFN 
Secondary Trl act \2J | gamma 

0.0 

Secondary Thl rest _ 

1.9 jHUVEC TNF alpha + I L4 

0.0 

0.9 

Secondary Th2 rest 

2.4 

HUVEC IL-11 

Secondary Trl rest 

0.0 

Lung Microvascular EC none 

1.0 

Primary Thl act 

i 

.Lung Microvascular EC 
jTNFalpha + IL-1 beta_ 

0.0 

Primary Th2 act 

0 jMicrovascular Dermal EC 
jnone 

1.9 

Primary Trl act 

0.0 

Microsvasular Dermal EC 
TNFalpha + IL-lbeta 

0.0 

Primary Thl rest 
Primary Th2 rest^ 

6.1 

Bronchial epithelium 
TNFalpha + ILlbeta 

0.0 
3.9 

2.7 

Small airway epithelium none 

Primary Trl rest 

Small airway epithelium 
1,1 TNFaIpha + IL-1 beta 

3.6 
0.8 

CD45RA CD4 
lymphocyte act 

4.0 

Coronery artery SMC rest 

~ — 

CD45RO CD4 
lymphocyte act 

i 

Coronery artery SMC 
TNFaIpha + IL-1 beta 

0.0 

CDS lymphocyte act 

3.2 

Astrocytes rest 

100.0 


493 


WO 2003/023008 


PCT/US2002/028596 


— 1 1 ' 

Secondary CDS | 2 ] i 
lymphocyte rest 1 

Astrocytes TNFalpha + IL- 

1 UC la : 

54.1 

Secondary CDS !j g L 
lymphocyte act j ] 

<U-S 12 (Basophil) rest 

4.6 

CD4 lymphocyte none j 1 .2 

KU-S 12 (Basophil) 
PMA/ionomycin 

1.1 

2ry Thl/Th2/Trl anti- 
CD95 CH11 

5.0 

CCD1 106 (Keratinocytes) 
none 

O.O 

LAK cells rest 

0.0 

CCD1 106 (Keratinocytes) 
TNFalpha + IL-1 beta 

0.0 

LAK cells IL-2 

4.1 

Liver cirrhosis 

1 1 

1.1 

j "" " 

ILAK cells IL-2+IL-12 ! 

2.6 

Lupus kidney 

1.6 

j— _ ,j.^:jv.™ .. . — 1 

LAK cells IL-2+IFN | 3 g 
gamma j 

NC1-H292 none 

6.1 

LAK cells IL-2+ IL-.18 

LAK cells 
PMA/ionomycin 

1.0 

NCI-H292 IL-4 

2.5 

1.2 

NCI-H292 IL-9 

2.1 

— — — ■ — ; j 

NK Cells IL-2 rest 


NCI-H292 IL-13 


Two Way MLR 3 day 

3.8 

NCI-H292 IFN gamma 

1.0 

Two Way MLR 5 day 

2.6 

p ■ — - - — 1 

HPAEC none 

A A 

0.0 

Two Way MLR 7 day 
PBMC rest 

3.6 
1.9 

HPAEC TNF alpha + IL-1 
beta _ ^ 

[Lung fibroblast none 

0.0 
1.3 

PBMC PWM 

[Lung fibroblast TNF alpha + 
lj JIL-1 beta 

1.6 

PBMC PHA-L 

0.0 

Lung fibroblast IL-4 

Z.J 

Ramos (B cell) none 

6.0 

Lung fibroblast IL-9 

2.8 

Ramos (B cell) ionomycin 

0.0 

Lung fibroblast IL-13 

1.3 

B lymphocytes PWM |o.9 

Lung fibroblast IFN gamma _ 

(K0 

B lymphocytes CD40L L 0 
and IL-4 V 

Dermal fibroblast CCD 1070 
rest 

2.1 

E'OL-1 dbcAMP \s.6 

i ... 

Dermal fibroblast CCD1070 
TNF alpha 

4.4 

EOL-1 dbcAMP 
PMA/ionomycin 

14.8 

Dermal fibroblast CCD1070 
IL-1 beta 

0.S 

Dendritic cells none 

43 

Dermal fibroblast IFN gamma 

1.5 


494 


WO 2003/023008 


PCT7US2002/028596 


i 

Dendritic cells LPS 15.0 

■ * — • — — 1 

Dermal fibroblast IL-4 

0.0 

Dendritic cells anti-CD40 )5.1 

IBD Colitis 2 

6.3 

Monocytes rest j5.4 

IBD Crohn's jo.0 

Monocytes LPS 4.4 

Colon |58.2 

Macrophages rest 1 1 .6 

1 

Lung j3.4 

* * — t 

Macrophages LPS |0.0 

( 

Thymus (8.8 

HUVECnone |1.2 

Kidney 

31.6 

HUVEC starved |o.9 



AI_comprehensive panel_vl.0 Summary: Ag2795 High expression of this gene is 
mostly restricted to orthoarthritis (OA) bone (CT=28). Thus, expression of this gene may be 
used to distinguish OA bone from other samples used in this panel. In addition, therapeutic 
modulation of this gene product may be useful in the treatment of orthoarthritis. 


5 CNS_neurodegeneration_vl.O Summary: Ag2795/Ag2807/Ag70 1 7 Three 

experiments with two different probes and primer sets are in very good agreement. This 
panel confirms the expression of this gene at low levels in the brains of an independent 
group of individuals. However, no differential expression of this gene was detected between 
Alzheimer's diseased postmortem brains and those of non-demented controls in this 

10 experiment. See Panel 1 .3D for a discussion of this gene in treatment of central nervous 
system disorders. 

General_screeningjpanel_vl.6 Summary: Ag7017 Highest expression of this 
gene is detected in brain cerebellum (CT=25.3). High to moderate levels of expression of 
this gene is mainly seen in all the regions of brain including amygdala, hippocampus, 

1 5 substantia nigra, thalamus, cerebellum, cerebral cortex, and spinal cord. Therefore, 
therapeutic modulation of this gene product may be useful in the treatment of central 
nervous system disorders such as Alzheimer's disease, Parkinson's disease, epilepsy, 
multiple sclerosis, schizophrenia and depression. 

This gene codes for a homolog of mouse seizure related protein, SEZ-6. Mouse 

20 SEZ-6 was first isolated from cerebrum cortex-derived cells treated with pentylentetrazole 
(PTZ), one of the convulsant drugs (Shimizu-Nishikawa et al, 1995, Brain Res Mol Brain 
Res 28(2):20M0, PMID: 7723619). Thus, SEZ-6 protein encoded by this gene may also 
play a role in brain seizure. 
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In addition, moderate to low levels of expression of this gene is also seen in four 
lung cancer cell lines and a ovarian cancer cell line. Therefore, expression of this gene may 
be used as diagnostic marker to detect lung cancer and also, modulation of this gene or its 
protein product through the use of antibody or protein therapeutics, may be useful in the 

5 treatment of lung and ovarian cancers. 

HASS Panel vl.O Summary: Ag7017 Highest expression of this gene is detected 
in a medullobiastoma (CT=28). In addition, moderate levels of expression of this gene is 
also seen in glioma samples. Therefore, therapeutic modulation of this gene may be useful 
in the treatment of brain cancer. 

10 OncoIogy_cellJine_screening - panel_v3.2 Summary: Ag2795 Highest 

expression of this gene is detected in small lung cancer DMS-79 cell line (CT=26.5). 
Moderate to low levels of expression of this gene is also seen in number of cell lines derived 
from lung, colon, bone and brain cancers. Therefore, expression of this gene may be used as 
marker to detect these cancers. In addition, therapeutic modulation of this gene through the 

1 5 use of antibodies or small molecule drug may be useful in the treatment of lung, colon., bone 
and brain cancers. 

Panel 1 Summary: Ag90 Highest expression of this gene is detected in brain 
cerebellum (CT=25). High levels of expression of this gene is mainly seen in all the regions 
of brain including amygdala, hippocampus, substantia nigra, thalamus, cerebellum, cerebral 
20 cortex, and spinal cord. In addition, moderate levels of expression of this gene is also seen 
in two lung cancer cell lines and a glioma cell line. See panel 1 .3D for further discussion of 
this gene. 

Panel 1.3D Summary: Ag2795/Ag2807 Two experiments with same probe and 
primer sets are in excellent agreement with highest expression of this gene detected fetal 
25 brain (CTs=27-28.5). Moderate levels of expression of this gene is mainly seen in all the 
regions of brain including amygdala, hippocampus, substantia nigra, thalamus, cerebellum, 
cerebral cortex, and spinal cord. Therefore, therapeutic modulation of this gene product may 
be useful in the treatment of central nervous system disorders such as Alzheimer's disease, 
Parkinson's disease, epilepsy, multiple sclerosis, schizophrenia and depression. 

30 This gene codes for a homolog of mouse seizure related protein, SEZ-6. Mouse 

SEZ-6 was first isolated from cerebrum cortex-derived cells treated with pentylentetrazole 
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(PTZ), one of the convulsant drugs (Shimizu-Nishikawa et al, 1995, Brain Res Mol Brain 
Res 28(2):201-10, PMID: 7723619). Thus, SEZ-6 protein encoded by this gene may also 
play a role in brain seizure. 

In addition, moderate to low levels of expression of this gene is also seen in three 
5 lung cancer cell lines and two of the glioma cell lines. Therefore, expression of this gene 
may be used as diagnostic marker to detect lung cancer and glioma. Furthermore, 
modulation of this gene or its protein product through the use of antibody or protein 
therapeutics, may be useful in the treatment of lung cancer and glioma. 

Panel 2D Summary: Ag2795/Ag2S07 Two experiments with same probe and 
10 primer sets are in excellent agreement with highest expression of this gene detected in liver 
cancer 1026 sample (CTs=31.3). In addition, moderate to low levels of expression of this 
gene is also seen in a lung cancer and a liver cancer (6005-T). Expression of this gene is 
higher in cancer as compared to corresponding adjacent normal tissue (CTs>37). Thus, 
expression of this gene may be used to distinguish between normal and cancer samples and 
1 5 as diagnostic marker to detect lung and liver cancer. In addition, therapeutic modulation of 
this gene through the use of antibodies may be useful in the treatment of these cancers. 

Pane! 4.1D Summary: Ag7017 Low levels of expression of this gene is restricted 
to TNF alpha and LPS stimulated neutrophils (CT=34.4). Therefore, expression of this gene 
may be used to distinguish this sample from other samples in the panel. This expression 

20 profile suggest that the protein encoded by this gene is produced by activated neutrophils 
but not by resting neutrophils. Therefore, therapeutic modulation of this gene product 
through the use of antibodies or small molecule drug may reduce activation of these 
inflammatory cells and be useful to reduce or eliminate the symptoms in patients with 
Crohn's disease, ulcerative colitis, multiple sclerosis, chronic obstructive pulmonary 

25 disease, asthma, emphysema, rheumatoid arthritis, lupus erythematosus, or psoriasis. In 
addition, small molecule or antibody antagonists of this gene product may be effective in 
increasing the immune response in patients with AIDS or other immunodeficiencies. 

Panel 4D Summary: Ag2807 Highest expression of this gene is detected in 
astrocytes (CTs=33). Thus expression of this gene may be used to distinguish astrocytes 
30 from other samples in this panel. In addition, low but significant levels of expression of this 
gene is also seen in normal tissue represented by colon and kidney. Therefore, therapeutic 
modulation of this gene may be useful in the treatment of autoimmune and inflammatory 
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diseases affecting brain, colon and kidney such as lupus erythematosus, Crohn's disease, 
and ulcerative colitis. 

general oncology screening panel_v_2.4 Summary: Ag2795 Expression of this 
gene is lovv/undetectable (CTs > 35) across all of the samples on this panel (data not 
5 shown). 

AH. CG52919-05 and CG52919-06: SEZ-6-Like Protein 
(7520500-54-4). 

Expression of gene CG529 19-05 and CG529 19-06 was assessed using the primer- 
probe sets Ag2796, Ag90 and Agl24, described in Tables AHA, AHB and AHC. Results of 
10 the RTQ-PCR runs are shown in Tables AHD, AHE, AHF and AHG. Note that probe- 
primer sets Ag2796 and Agl24 are specific for the CG52919-05 variant. Also, Note that 
CG529 19-06 represents a full-length physical clone. 


Table AHA . Probe Name Ag2796 


Primers 

Sequences 1 

Length 

" — ' T — ' 

i 

^ ar l ISEQ ID No 
Position ^ 

Forward 
Probe 

5 ' -cctacaaccgcattaccataga- 

il 1 

TET- 5 1 - f 
tcagcgtttgacaatccaacttacga 
-3 1 -TAMRA 

22 

_ ; 

26 

. . ... 

1670 ;399 
i 

1693 1400 

j 

Reverse 

5 • -gtctcctgcaaaggaaagagat- 
3' 

22 

1725 

401 

Table AHB. Probe Name Ag90 

Primers 

Sequences 

Length 

Start 

Position^ _ 

977 

SEQ ID No 

402 

Forward 

5 1 -ttggcctggactgcttcttc-3 ' 

20 

Probe 

TET- 5 1 - 

catctctgtctaccctggctatggcgtc 
-3 ' -TAMRA 

r 28 

999 

403 

Reverse 

5 ' -aggctgatattctggaccttgatt- 
3 1 

24 

1029 

404 


1 5 Table AHC . Probe Name Ag 1 24 


Primers 

Sequences 

Length 

Start 
Position 

SEQ ID No 

Forward 

5 ' -cgcccctacaaccgcat-3 ' 

17 

1666 

405 
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Probe 

TET-5 1 - 

ccatagagtcagcgtttgacaatccaactt 
acg- 3 1 - TAMRA 

33 

1685 

406 

Reverse 

5 ' -ctgcaaaggaaagagatccagtc-3 1 

23 

1719 

407 


Table AHD. Panel I 


] 

Tissue Name 

Rel. Exp.(%) 
Agl24, Run 
87587871 

Rel. Exp.(%) | 

Ag90, Run jTissue Name 

87586258 | 

Rel. ! 
Exp.(%) j 
Agl24, Run 
87587871 

Rel. 

Exp.(%) 
Ag90, Run 
S7586258 

Endothelial cells 

0.0 

0.0 

Renal ca. 786-0 

0.0 

0.0 

Endothelial cells 
(treated) i 

0.0 

3 

0.0 jRenal ca. A498 

0.0 

0.0 

Pancreas |0.1 

0.1 

Renal ca. RXF 393 

0.0 

0.0 

Pancreatic ca. L n 
CAPAN2 j 

0.0 

Renal ca. ACHN 

0.0 

0.0 

Adrenal gland jO.O 

0.0 

Renal ca. UO-31 

0.0 

0.0 

Thyroid jO.O 

0.0 

Renal ca. TK-10 

< 

o.o lo.o 

Salivary gland jO.O 

0.0 

Liver 

0.0 ]0.0 

Pituitary gland jO.O 

0.0 jLiver (fetal) 

0.0 uo 

Brain (fetal) j25.3 

37.1 

Liver ca. 

(hepatoblast) HepG2^ 

0.0 

0.0 

Brain (whole) 

24.0 

22.5 

Lung _ 

0.0 

0.0 

Brain (amygdala) 

26.2 

24.8 

Lung (fetal) 

0.0 

0.0 

Brain (cerebellum) 

.__ _ j 
100.0 JlOO.O 

Lung ca. (small cell) 
LX-1 

0.0 

0.0 

Brain (hippocampus) 

21.6 

29.5 

Lungca. (small cell) 
NC1-H69 

43.5 

33.7 

Brain (substantia 
nigra) 

7.7 

7.6 

Lung ca. (s.cell var.) 
SHP-77 

0.0 

0.0 

Brain (thalamus) 

20.0 

13.7 

Lung ca. (large 
cel!)NCI-H460 

0.0 

0.0 

Brain 

(hypothalamus) 

8.4 

7.7 

Lung ca. (non-sm. 
cell) A549 

0.0 

0.0 

Spinal cord 

1.8 

1.4 

Lung ca. (non-s.cell) 
NCI-H23 

0.0 

0.0 
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glio/astro U87-MG ( 

).0 ( 

1 

,ung ca. (non-s.cell) 
iOP-62 1 

3.0 ( 

).0 

gIio/astroU-118-MG ( 

3.0 ( 

).o j} 

,ung ca. (non-s.cl) ( 
vlCl-H522 

3.0 

D.O 

1 ,„ ,. ..... . r 

astrocytoma 
SW1783 

3.0 ( 

i 

jLung ca. (squam.) 
J * u jSW900 

0.0 

o.o 

neuro*; met SK-N- 
AS 

0.0 < 

jLung ca. (squam.) 
JA ]NC1-H596 

26.8 

20.0 
0.1 

astrocytoma SF-539 

0.0 

0.0 {Mammary gland 

0.0 

clou L»v»yiv/inc* jnu i -* 

IBreast ca * (pl.ef) 

o.o u.u | MCF . 7 

0.0 

0.0 

crlinma SNB-19 

jgiivJiiici jnu i-/ 

7 

i 

iBreast ca * (pl.ef) 

Kb jMDA-MB-231 

* -\ — ■ " * J 

0.0 

0.0 

olioma U251 

0.5 

IBreast ca * (pi. e0 
°' 4 jT47D 

o.o jo.o 

glioma SF-295 _ 

0.0 

i 

0.0 IBreast ca. BT-549 

o.o _._Jo£ , 

Heart 

0.0 

0.0 IBreast ca. MDA-N lo.O 

0.0 

Skeletal muscle 

0.0 

0.0 ;Ovary 

0.0 

0.0 

Bone marrow 

0.0 

{Ovarian ca. 
00 !OVCAR-3 

0.0 

r _ 

0.0 

Thymus 

0.0 |0.1 

Ovarian ca. 
OVCAR-4 

0.0 

0.0 

...... — , — , - 

Spleen 

0.0 

0.0 

Ovarian ca. 
OVCAR-5 

0.0 

0.0 

1 

JLymph node 

0.0 

0.0 

Ovarian ca. 
OVCAR-8 

0.0 

0.0 

Colon (ascending) 

0.0 

r~ *' 

0.1 

Ovarian ca. IGROV- 
1 

0.0 

0.0 

Stomach 

0.0 

0.1 

Ovarian ca. (ascites) 
SK-OV-3 

0.0 

0.0 

Small intestine 

0.5 

0.3 

?Uterus 

0.0 

0.0 

Colon ca. SW480 

0.0 

0.0 

Placenta 

0.0 

0.0 

Colon ca.* SW620 
(SW480 met) 

0.0 

0.0 

Prostate 

0.0 

0.0 
0.0 

Colon ca. HT29 

0.0 

0.0 

Prostate ca.* (bone 
met) PC-3 

0.0 

Colon ca. HCT-116 

0.0 

0.0 

Testis 

1.0 

1.3 
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Colon ca. CaCo-2 

1 

0.0 

\ 'j 

'Melanoma 
00 1Hs688(A).T 1 

0.0 

0.0 

Colon ca. HCT-15 

0.0 

! 

0.0 

Melanoma* (met) 
Hs68S(B).T 

0.0 

0.0 

Colon ca. HCC-2998 

0.0 

0.0 

Melanoma UACC- 
62 

0.0 

0.0 

Ifiactrir* ra * flivet" 

|met) NCI-N87 

0.0 

0.0 

Melanoma Ml 4 

0.0 

0.0 

Bladder 

0.0 

0.0 

Melanoma LOX 
IMVI 

0.0 

0.0 

Trachea 

0.0 

.f 

n ! Melanoma* (met) 
°* U jSK-MEL-5 

0.0 

0.0 

Kidney 

0.0 

jMelanoma SK- 
j IMEL-28 

0.0 

0.0 

Kidney_(fetal)_ 

0.0 |0.0 



1 


Table AHE . Panel 1.3D 


i 

!Tissue Name 

I 

Rel. Exp.(%) 
Ag2796, Run 
165527192 

i 

Tissue Name 

Rel. Exp.(%) 
Ag2796, Run 
165527192 

Liver adenocarcinoma jo.O 

Kidney (fetal) 

0.0 
0.0 

i Pancreas 

0.0 

Renal ca. 786-0 

r 

0.0 

Renal ca. A498 

0.4 

jPancreatic ca. CAPAN 2 
(Adrenal gland 

0.2 (Renal ca. RXF 393 jo.O 

Thyroid 

00 J 

Renal ca.ACHN 

0.2 

Salivary gland 

0.0 

Renal ca. UO-31 

0.0 

Pituitary gland 

10.0 

Renal ca. TK-10 

0.0 

Brain (fetal) 

100.0 

Liver 

oo ^ 

Brain (whole) 

65.1 

Liver (fetal) 

0.0 

Brain (amygdala) 

76.S 

Liver ca. (hepatoblast) 
HepG2 

0.0 

Brain (cerebellum) 

76.8 

Lung |o.O 

Brain (hippocampus) ^ 
Brain (substantia nigra) 

51.4 
11.7 

Lung (fetal) 

Lung ca. (small cell) LX-1 

0.0 

lo.o 

Brain (thalamus) 

70.2 

Lungca. (small cell) NCI- L- q 
H69 r 
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! 

jCerebral Cortex 2 

! 

.ung ca. (s.cell var.) SHP-L. , 
n ] 

Spinal cord - 

; 

atng ca. (large cell)NCJ- , 
-1460 

).6 

glio/astro U87-MG ( 

>■» ! 

^ung ca. (non-sm. cell) , 
\549 

).0 

glio/astroU-118-MG < 


Lung ca. (non-s.cell) NCI- . 
H23 

3.0 

astrocytoma SW1 783 

0.0 

Lung ca. (non-s.cell) 
HOP-62 

D.O 

jneuro*;metSK-N-AS 

» it-, ■'• 

0.4 

Lung ca. (non-s.cl) NCI- 
H522 j 

0.0 

astrocytoma or-jjy 

0.0 

Lung ca. (squam.) SW J 
900 j 

0.1 

astrocytoma SNB-75 

0.0 

Lung ca. (squam.) NCI- L- R 
H596 

glioma SNB-19 

3.2 

Mammary gland jo.O 

glioma U25 1 

4.3 iBreast ca.* (pl.eO MCF-7 jo.O 

glioma SF-295 

0.0 

Breast ca.* (pl.eO MDA- L { 
MB-231 j * 

Heart (fetal) 

1 " 
'0.0 

Breast ca.* (pl.ef) T47D_ jo.O _ 

Heart 

0.0 

Breast ca. BT-549 

,o.i 

Skeletal muscle (fetal) 

2.3 

[ 

jBreast ca. MDA-N 


Skeletal muscle 

0.0 

[ovary 

0.0 

Bone marrow 

0.0 

jovarian ca. OVCAR-3 

0.0 

Thymus 

0.0 

[Ovarian ca. OVCAR-4 

0.0 

Spleen 

0.1 

Ovarian ca. OVCAR-5 


Lymph node 

0.3 

Ovarian ca. OVCAR-S 

0.0 

Colorectal 

0.0 

Ovarian ca. IGROV-1 

0.0 

Stomach 

0.1 

Ovarian ca.* (ascites) SK- 
OV-3 

0.0 

Small intestine 

0.6 

Uterus 

0.1 

Colon ca. SW4S0 _ 

0.0 

Placenta 

1.9 

Colon ca.* 
SW620(SW430 met) 

0.0 

Prostate 

0.0 

i _ — -■ — 
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0.0 

— — ■ — r 

Prostate ca.' 11 (bone L 0 
met)PC-3 i " 

Colon ca. HCT-116 

3.3 _ ^ 

Testis 2.0 

- — 1 — ~ 1 i 

Colon ca. CaCo-2 

0.0 

I 

Melanoma Hs688(A).T iO.O 

Colon ca. 
tissue(OD0386t>) 

0.0 

Melanoma* (met) L q 
Hs688(B).T ! ' 

Colon ca. HCC-2998 

, , „ 

0.0 

Melanoma UACC-62 

0.0 

Gastric ca.* (liver met) 
NCI-N87 

0.0 

i 

Melanoma M14 jO.O 

Bladder 

0.0 

Melanoma LOX IMVI ]0.0 

Trachea 

0.0 

Melanoma* (met) SK- L q 
MEL-5 ! " 

jKidney 

0.0 (Adipose *0.0 


Table AHF. Panel 2D 


Tissue Name 

Rel. Exp.(%) 
Ag2796, Run 
162570140 

iHel. Exp.(%) 
Tissue Name ; Ag2796, Ru n 

1162570140 

Normal Colon 

26.6 

Kidney Margin 8120608 }0.0_ 

CC Well to Mod Diff L Q 
(OD03866) I ' 

Kidney Cancer 8120613 jO.O 

" ^ ir ~ 

CC Margin (OD03866) _j 

CC Gr.2 rectosigmoid 
(OD03868) 

4.2 _ _ _ 

o.o ; 

Kidney Margin 8 120614 J 
Kidney Cancer 90 10320 

1.7 
3.5 

CC Margin (OD03868)^ 

0.7 

Kidney Margin 9010321 ; 

3.7 

CC Mod Diff (OD03 920) 

0.0 

Normal Uterus 

3.7 

CC Margin (ODO3920) 

13.1 

Uterus Cancer 064011 

6.0 

CC Gr.2 ascend colon 
(OD03921) 

4.8 

Normal Thyroid. jo.O 

CC Margin (OD03921) 

5 . i jThyroid Cancer 0640 1 0 

0.0 

CC from Partial 
Hepatectomy (ODO4309) 
Mets 

8.5 

i 

jThyroid Cancer 
A302152 

3.5 

Liver Margin (ODO4309) 

0.0 

Thyroid Margin 
,A302153 

0.0 

Colon mets to lung 
(OD04451-01) 

0.0 

Normal Breast 

4.5 
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Lung Margin (OD04451-02) 


Breast Cancer 1 . 8 
;OD04566) , ' 

Normal Prostate 6546-1 

i 1 

jBreast Cancer ■ 
176 ■(OD04590-01)_ 

3.0 

Prostate Cancer (OD044 1 0) 

jBreast Cancer Mets 
123 '(OD04590-03) 

6.3 

Prostate Margin (OD04410) 

1 

6.2 j 

Breast Cancer Metastasis 
(OD04655-05) 

9.2 

Prostate Cancer (OD04720- 
01) 

115 

Breast Cancer 064006 

2.3 

Prostate Margin (OD04720- 
02) 

18.3 I 

i 

Breast Cancer 1024 |4.3 

Normal Lung 061010 |2.0 1 

1 

Breast Cancer 9 100266 J.4.1 

Lung Met to Muscle 
(0DO4286) 

0.0 

1 

Breast Margin 9 1 00265 jO.O 

Muscle Margin (0DO4286) 

0.7 

Breast Cancer A209073 .3.0 _ 

Lung Malignant Cancer 
|(OD03126) 

1.0 

I 

Breast Margin A209073 |0.7 

....... .... ... " 

1 " 

Lung Margin (OD03126) 

21 ! 

Normal Liver jO.O 

Lung Cancer (OD04404) 

1.8 

Liver Cancer 064003 JO.O 

Lung Margin f 0004404^ 2.1 ]Liver Cancer 1025 |3.7 

Lung Cancer (OD04565) J5.6 j 

Liver Cancer 1026 |95.9 

Lung Margin (OD04565) |o.O 

Liver Cancer 6004-T jo.O 

Lung Cancer (OD04237-0l)_ 

48.0 

Liver Tissue 6004-N {7.2 

Lung Margin (OD04237-02) 

0.0 

[Liver Cancer 6005-T "]l00.0 

Ocular Mel Met to Liver 
(ODO4310) _ 

Liver Margin (OD043 1 0) 

2.8 

r i 

Liver Tissue 6005-N ;0.0 

0.0 

Normal Bladder .8.8 

Melanoma Mets to Lung 
(OD04321) 

1.3 

Bladder Cancer 1023 

ko 

» 

Lung Margin (OD04321) 
Normal Kidney 

21.6 

Bladder Cancer A302 173] 1 .5 

6.9 

Bladder Cancer 
(OD047 18-01) ^ 

jl.8 

i . . , . 

Kidney Ca. Nuclear grade 2 
(OD04338) 

6.4 

Bladder "Normal 
Adjacent (OD047 18-03) 

1 

t 

Kidney Margin (OD04338) 

2.0 

Normal Ovary j4.9 
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Kidney Ca Nuclear grade 
1/2(OD04339) 

0.9 jovarian Cancer 064008 

3.6 

Kidney Margin (OD04339) : 

lOvarian Cancer 
J *° j(OD0476S-07) 

2.5 

Kidney Ca, Clear cell type 
(OD04340) 

jOvary Margin 
l(OP04768 : 08) _ 

0.0 

Kidney Margin (OD04340) 

1 .3 jNormal Stomach 

3.7 

Kidney Ca, Nuclear grade 3 
(OD04348) 

0.7 

Gastric Cancer 9060358 

J 

0.6 

Kidney Margin (OD04348) 

2.5 

Stomach Margin 
9060359 

4.8 

Kidnev Career (OD0462?- 
01) 

0.8 

Gastric Cancer 9060395 

1 o 
1.0 

Kidney Margin (OD04622- 
03) 

0.0 

Stomach Margin 
9060394 

L 

\ 

Kidney Cancer (OD04450- 
01) 

3 .9 [Gastric Cancer 9060397 

0.0 

Kidney Margin (OD04450- 

03) 

2.2 

Stomach Margin 
9060396 

1.0 

i .. ... . . 

Kidney Cancer 8120607 

0.8 

Gastric Cancer 064005 

g.3 


Table AHG. Panel 4D 


Tissue Name 

Rel. Exp.(%) 
Ag2796, Run 
162292586 

Tissue Name 

Rel. Exp.(%) 
Ag2796, Run 
162292586 

Secondary Thl act 

4.3 

HUVECIL-lbeta 

0.0 

Secondary Th2 act 

8.9 

HUVEC I FN gamma _ 

8.1 

Secondary Trl act 

0.0 

HUVEC TNF alpha + IFN 
gamma ^_ 

4.7 

Secondary Thl rest 

0.0 

HUVEC TNF alpha + IL4 

0.0 

Secondary Th2 rest 

0.0 

HUVEC IL-11 

4.2 

Secondary Trl rest 

4.7 

Lung Microvascular EC none 

3.7 

Primary Thl act 

6.2 

Lung Microvascular EC 
TNFalpha+IL-lbeta 

3.7 

Primary Th2 act 

0.0 

Microvascular Dermal EC 
none 

9.9 

Primary Trl act 

4.0 

Microsvasular Dermal EC 
TNFalpha + IL-lbeta 

4.2 
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Primary Thl rest ! 

" i i 

Bronchial epithelium ) 
41 jTNFalpha+ILlbeta I 

0.0 

Primary Th2 rest 

0.0 

Small airway epithelium none 

0.0 

Primary Trl rest 

0.0 

1 

Small airway epithelium 
TNFalpha + IL-lbeta 

0.0 

CD45RA CD4 
lymphocyte act 

8.2 

Coronery artery SMC rest 

0.0 

CD45RO CD4 
lymphocyte act 

6.0 

Coronery artery SMC 
TNFalpha + IL-lbeta 

0.0 

CDS lymphocyte act 

8.4 

Astrocytes rest 


Secondary CDS 
lymphocyte rest 

0.0 

Astrocytes TNFalpha + IL- 
lbeta 

42.3 

Secondary CDS 
lymphocyte act 

CD4 lymphocyte none 

9.5 

KU-8I2 (Basophil) rest 

0.0 

0.0 

KU-8 12 (Basophil) 
PMA/ionomycin 

14.2 

2ryThl/Th2/Trl anti- 
CD95 CH11 

14.5 

CCD1106 (Keratinocytes) 
none 

0.0 

(T A 1/ oqI 1 o cart 

la is. cens rest 

— „... — — ■ 

0.0 

CCDI 106 (Keratinocytes) 
TNFalpha + IL-lbeta 

0.0 

r ' " 

)LAK cells IL-2 

IU.O 

Liver cirrhosis 

3.8 

LAK cells IL-2+IL- 12 

3.8 

Lupus kidney 

0.0 

LAK cells IL-2+IFN 
gamma 

3.9 

NCI-H292 none |30.6 

LAK cells IL-2+ IL-18 

21.8 

NCI-H292 IL-4 

15.} _ 
30.1 

LAK cells 
PMA/ionomycin 

0.0 

NCI-H292 IL-9 

NK Cells IL-2 rest 

15.4 ^ 

NCI-H292 IL-13 
NCI-H292 I FN gamma 

18.2 
8.3 

Two Way MLR 3 day 

18.8 

Two Way MLR 5 day 

7.9 

HPAEC none 

0.0 

Two Way MLR 7 day 

3.1 

HPAECTNF alpha + IL-1 
beta 

0.0 

PBMC rest 

6.1 

Lung fibroblast none 

11.2 

PBMC PWM 

20.4 

Lung fibroblast TNF alpha + 
IL-1 beta 

0.0 

PBMC PHA-L 

6.5 

Lung fibroblast IL-4 

7.5 
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! 

Ramos (B cell) none |3.3 

Lung fibroblast IL-9 

0.0 

Ramos (B cell) ionomycin 23.0 

Lung fibroblast IL-13 

4.2 

B lymphocytes PWM 

35.6 

Lung fibroblast IFN gamma 

9.5 

B lymphocytes CD40L L. - 
and IL-4 \ ' 

Dermal fibroblast CCD1070 
rest 

0.0 

EOL-1 dbcAMP 

7.4 

Dermal fibroblast CCD1070 
TNF alpha 

0.0 

EOL-1 dbcAMP 
PMA/ionomycin 

51.1 

Dermal fibroblast CCD! 070 
IL-l beta 

u.u 

jDendritic cells none 

10.6 

Dermal fibroblast IFN gamma 

0.0 

Dendritic cells LPS 

20.9 

Dermal fibroblast IL-4 

8.9 

Dendritic cells anti-CD40 

9.8 

IBD Colitis 2 

0.0 

Monocytes rest 

|9.3 

1BD Crohn's 

0.0 

Monocytes LPS 

9.6 

Colon 

jioo.o 

Macrophages rest 

< 

14.6 

Lung 

Il7.2 

Macrophages LPS 

! 5 .4 

Thymus _ 

20.3 

r 1 1 

HUVEC none 

r — — 

Jl 1.3 

Kidney 

33.0 

HUVEC starved 

|18.4 




Panel 1 Summary: Ag90/Ag2796 Two experiments with different probe and 
primer sets are in excellent agreement. Highest expression of this gene is detected in brain 
cerebellum (CT=25-26). High levels of expression of this gene is mainly seen in all the 
regions of brain including amygdala, hippocampus, substantia nigra, thalamus, cerebellum, 

5 cerebral cortex, and spinal cord. In addition, moderate levels of expression of this gene is 
also seen in two lung cancer cell lines and a glioma cell line. See panel 1 .3D for further 
discussion of this gene. 

Panel 1.3D Summary: Ag2796 Highest expression of this gene is detected in fetal 
brain (CT=28.7). Moderate levels of expression of this gene is mainly seen in all the regions 

10 of brain including amygdala, hippocampus, substantia nigra, thalamus, cerebellum, cerebral 
cortex, and spinal cord. Therefore, therapeutic modulation of this gene product may be 
useful in the treatment of central nervous system disorders such as Alzheimer's disease, 
Parkinson's disease, epilepsy, multiple sclerosis, schizophrenia and depression. 
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This gene codes for a homolog of mouse seizure related protein, SEZ-6. Mouse 
SEZ-6 was first isolated from cerebrum cortex-derived cells treated with pentylentetrazole 
(PTZ), one of the convulsant drugs (Shimizu-Nishikawa et al, 1995, Brain Res Mol Brain 
Res 2S(2):201-10, PMID: 7723619). Thus, SEZ-6 protein encoded by this gene may also 

5 play a role in brain seizure. 

In addition, moderate to low levels of expression of this gene is also seen in three 
lung cancer cell lines, two of the glioma cell lines and a colon cancer cell line. Therefore, 
expression of this gene may be used as diagnostic marker to detect lung, colon and brain 
cancers. Furthermore, modulation of this gene or its protein product through the use of 

10 antibody or protein therapeutics, may be useful in the treatment of lung, colon and brain 
cancers. 

Significant expression is also detected in fetal skeletal muscle. This gene is 
expressed at much higher levels in fetal (CT = 34.1) when compared to adult skeletal 
muscle (CT = 40). This observation suggests that expression of this gene can be used to 

15 distinguish fetal from adult skeletal muscle. In addition, the relative overexpression of this 
gene in fetal skeletal muscle suggests that the protein product may enhance muscular 
growth or development in the fetus and thus may also act in a regenerative capacity in the 
adult. Therefore, therapeutic modulation of the SEZ-6 encoded by this gene could be useful 
in treatment of muscle related diseases. More specifically, treatment of weak or dystrophic 

20 muscle with the protein encoded by this gene could restore muscle mass or function. 

Panel 2D Summary: Ag2796 Highest expression of this gene is detected in two 
liver cancer samples (CTs=32.3). In addition, low levels of expression of this gene is also 
seen in a lung cancer sample. Expression of this gene is higher in lung and liver cancer as 
compared to corresponding adjacent normal tissue (CTs=40). Thus, expression of this gene 

25 may be used to distinguish between normal and cancer samples and as diagnostic marker to 
detect lung and liver cancer. In addition, therapeutic modulation of this gene through the use 
of antibodies may be useful in the treatment of these cancers. 

Panel 4D Summary: Ag2796 Low but significant expression of this gene is 
detected exclusively in colon (CT=34.8). Therefore, expression of this gene may be used to 

30 distinguish colon from the other tissues on this panel. Furthermore, expression of this gene 
is decreased in colon samples from patients with inflammatory bowel disease, colitis and 
Crohn's disease relative to normal colon. Therefore, therapeutic modulation of the activity 
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of the SEZ-6 protein encoded by this gene may be useful in the treatment of inflammatory 
bowel disease. 

AI. CG55698-02: Colipase precursor protein-like protein. 

Expression of gene CG55698-02 was assessed using the primer-probe set Ag7086, 
5 described in Table AIA. Results of the RTQ-PCR runs are shown in Table AIB. Note that 
CG55698-02 represents a full-length physical clone. 


Table ATA . Probe Name Ag7086 


Primers 

Sequences jLength 

Start 
Position 

SEQ ID No 

Forward 

- " — ' ~ '™ 

5> - 123 
cattatcaacctgacgctctatg-3 ' * 

88 

408 

Probe 

TET- 5 ■ - ] 

ccacgctcacagggacacttgtagta |26 

- 3 ' - TAMRA | _ 

116 

409 

Reverse 

5' -atggtcttgtctccctcaca-3 ' bo 

149 

410 


Table AIB . General_screening_panel_vl.6 


jRel. Exp.(%) 
Tissue Name ]Ag7086, Run 

(296433065 j 

Tissue Name 

Rel. Exp.(%) 
Ag7086, Run 
296433065 

Adipose ;0.0 

Renal ca.TK- 10 ^ jo.O 

Melanoma* Hs68S(A).T 0.0 

Bladder 

12.1 

Melanoma* Hs688(B).T 

0.0 

Gastric ca. (liver met.) 
NC1-N87 

0.0 

Melanoma* Ml 4 

0.0 

Gastric ca. KATO HI 

0.0 

Melanoma* LOXIMVI 

0.0 

Colon ca. SW-94S 

0.0 

Melanoma* SK-MEL-5 

0.0 

Colon ca. SW480 

0.0 

Squamous cell carcinoma 
SCC-4 

0.0 

Colon ca.* (SW4S0 met) 
SW620 

0.0 

Testis Pool 

0.0 

Colon ca. HT29 

0.0 

Prostate ca.* (bone met) 
PC-3 

0.0 

Colon ca. HCT-116 

0.0 

Prostate Pool 

0.0 

Colon ca. CaCo-2 

0.0 

Placenta jo.O 

Colon cancer tissue 

0.0 

(Uterus Pool Jo.O 

Colon ca.SW1116 

0.0 
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Ovarian ca. OVCAR-3 |o.O 

■ ■ 1 ' ' ' ' 

Colon ca. Colo-205 jO.O 

Ovarian ca. SK-OV-3 |0.0 

i 

Colon ca. SW-48 jO.O 

Ovarian ca. OVCAR-4 

0.0 

Colon Pool 10.0 

Ovarian ca. OVCAR-5 

0.0 ' 

Small Intestine Pool jO.O 

Ovarian ca. IGROV-1 

0.0 Stomach Pool iO.O 

Ovarian ca. OVCAR-8 lo.O |Bone Marrow Pool jO.O 

Ovary 'o.O_ 

Fetal Heart 10.0 

Breast ca. MCF-7 !o.O 1 

Heart Pool jO.O 

i 

Breast ca. MDA-MB-231 jO.O 

"-n — 

Lymph Node Pool 10.0 

Breast ca. BT 549 jO.O JFetal Skeletal Muscle jO.0 _ 

Breast ca. T47D 

0.0 jskeletal Muscle Pool ;0.0 

Breast ca. MDA-N 

0.0 ]spleenPool jO.O _ 

Breast Pool 

0.0 jThymus Pool ;0.0 

Trachea 

A A jCNS cancer (glio/astro) ! A n 
00 jU87-MG T U 

r~" - "' ' 

Lung 

0.0 ; 

CNS cancer (glio/astro) L Q 
U-118-MG \ * 

Fetal Lung 

0.0 

CNS cancer (neuro;met) L Q 
SK-N-AS | ' 

Lungca. NCI-N417 

0.0 

CNS cancer (astro) SF- 
539 

0.0 

Lungca, LX-1 

. .. 

0.0 

CNS cancer (astro) SNB- 
75 

0.0 

Lungca. NCI-H146 

0.0 

■ ■ 

CNS cancer (glio) SNB- 
19 

0.0 

Lungca. SHP-77 

0.0 

CNS cancer (glio) SF-295 

0.0 ^ 

Lungca.A549 (O.O 

— — — " — j 

Brain (Amygdala) Pool 

0.0 

Lungca. NCI-H526 

0.0 

Brain (cerebellum) 

. — - 

0.0 

Lungca. NCI-H23 

0.0 

Brain (fetal) _ 

0.0 

Lungca. NCI-H460 

0.0 

Brain (Hippocampus) 
Pool 

0.0 

Lungca. HOP-62 

0.0 

Cerebral Cortex Pool 

0.0 

Lungca. NCI-H522 

0.0 

1 — 

Brain (Substantia nigra) 
Pool 

0.0 
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Liver 

0.0 ferain (Thalamus) Pool 

0.0 

Fetal Liver 

- - ' *t - ^ " ' ' 

0.4 jBrain (whole) 

0.0 

Liver ca. HepG2 

0.0 (Spinal Cord Pool 

0.0 

Kidney Pool 

0.0 Adrenal Gland 

0.0 

Fetal Kidney 

0.0 jPituitary gland Pool 

0.0 

Renal ca. 786-0 

0.0 (Salivary Gland 

0.0 

Renal ca. A498 
Renal ca. ACHN 

0.0 jThyroid (female) 

0.0 (Pancreatic ca. CAPAN2 

0.0 
0.0 

Renal ca. UO-31 

0.0 jpancreas Pool 

100.0 


CNS_neurodegeneration_vl.O Summary: Ag7086 Expression of this gene is 
low/undetectable (CTs > 35) across all of the samples on this panel (data not shown). 


General_screening_panel_vl.6 Summary: Ag7086 Highest expression of this 
gene is seen in pancreas (CT=22.7). Therefore, expression of this gene may be used to 

5 distinguish pancrease from other samples in this panel. This gene codes for a deletion 
variant of colipase. Pancreatic colipase is a 12-kD polypeptide cofactor for pancreatic 
lipase, an enzyme essential for the absorption of dietary long-chain triglyceride fatty acids. 
Colipase is thought to anchor lipase noncovalently to the surface of lipid micelles, 
counteracting the destabilizing influence of intestinal bile salts (OMIM 120105). Therefore, 

10 therapeutic modulation of expression of this gene or colipase encoded by this gene may be 
useful in the treatment of dietary fat related disorders including pancreatic insufficiency and 
fat malabsorption. 

AJ. CG55832-02 and CG55832-03: Tenascin-C Precursor 
1 5 Protein-like Protein. 

Expression of gene CG55S32-02 and CG55832-03 was assessed using the primer- 
probe set Ag468l, described in Table AJA. Results of the RTQ-PCR runs are shown in 
Tables AJB, AJC and AJD. 

Table AJA . Probe Name Ag4681 


Primers 

Sequences 

Length 

Start 
Position 

SEQ ID No 
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Forward 

5 ' - tgttccaaagagccaacaag-3 1 -,20 

2868 

* — > , 

411 

Probe 

TET-5 ' - 

ccaaaaccacactcacaggtctgagg 
-3 ' -TAMRA 

26 

m 

2894 

412 

Reverse 

5' -agcagaaactccaatcccatat- 
3' 

22 

i 

2931 j413 


Table AJB . General_screening_j>anel_v 1 .4 


Tissue Name 

Rel. Exp.(%) 
Ag4681, Run 
222811927 

Tissue Name 

Rel. Exp.(%) 
Ag4681,Run 
222811927 

Adipose ^ ^ 

Melanoma* Hs688(A).T 

0.9 jRenalca.TK-10 j 

0.4 

18.2 Bladder 1 

1.3 

Melanoma* Hs68S(B).T 


Gastric ca. (liver met.) i 
NCI-N87 ! 

1.3 

Melanoma* Ml 4 

10.S_ 

Gastric ca. KATO HI (03 _ 

Melanoma* LOXIMVI 

7.7 

Colon ca. SW-948 |o.O 

Melanoma* SK-MEL-5 

3.8 

Colon ca. SW480 

0.2 

Squamous cell carcinoma 
SCC-4 

1.2 

Colon ca.* (SW480 met) 
SW620 

6.7 
0.0 

Testis Pool 

1.0 

Colon ca. HT29 

Prostate ca.* (bone met) 
PC-3 

7.7 
1.7 

Colon ca. HCT-116 

0.0 

Prostate Pool 

Colon ca. CaCo-2 

0.3 

Placenta 

OA 

Colon cancer tissue 

3.7 

Uterus Pool 

2.5 

Colon ca. SW1116 

0.1 

Ovarian ca. OVCAR-3 

3.2 

Colon ca. Colo-205 

0.3 

Ovarian ca. SK-OV-3 

0.2 

Colon ca. SW-48 

0.0 

Ovarian ca. OVCAR-4 

0.5 

Colon Pool 

5.9 

Ovarian ca. OVCAR-5 

0.2 

Small Intestine Pool 

3.4 

Ovarian ca. IGROV-1 

13.9 

Stomach Pool 

2.9 

~" "~ 

Ovarian ca. OVCAR-8 

4.6 

Bone Marrow Pool 

2.9 j 

Ovary 

0.2 

Fetal Heart 

0.1 

Breast ca. MCF-7 

0.0 

Heart Pool 

3.7 

Breast ca. MDA-MB-231 

u 

Lymph Node Pool 

7.9 
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Breast ca. BT 549 

2.4 

— f 

Fetal Skeletal Muscle |o.4 

Breast ca. T47D 

0.4 

Skeletal Muscle Pool jl.0 

Breast ca. MDA-N 

3.7 

Spleen Pool \l.O 

Breast Pool 

4.5 

Thymus Pool |2.5 

Trachea 

3.1 

i 

CNS cancer (glio/astro) 
U87-MG 

29.1 

Lung 

0.1 ; 

CNS cancer (glio/astro) 
U-1I8-MG 

100.0 

Fetal Lung 

8.7 

CNS cancer (neuro;met) 
SK-N-AS 

0 9 

Lung ca. NLI-N4 1 / 

0.2 

) 

CNS cancer (astro) SF- i 
539 

3.6 

Lungca. LX-1 

i 

CNS cancer (astro) SNB- 
3.6 ] 75 

37.4 

Lungca. NC1-H146 

0.0 

CNS cancer (glio) SNB- 
19 

1 *5 1 

Lung ca. SHP-77 

1.0 

CNS cancer (glio) SF-295 

8^2 

Lung ca. A549 

0.0 

Brain (Amygdala) Pool_ 

0.4 

Lungca. NCI-H526 _ 

0.0 

Brain (cerebellum) _ 

0.3 

Lung ca.NCI-H23 

0.1 brain (fetal) 

3.4 

Lungca. NCI-H460 

0.0 

Brain (Hippocampus) 
Pool 

0.4 

Lung ca. HOP-62 

11.8 

Cerebral Cortex Pool 

0.4 

Lungca. NCI-H522 

0.0 

Brain (Substantia nigra) 
Pool 

0.5 

Liver 

0.1 

Brain (Thalamus) Pool _ 

0.7 

Fetal Liver 

0.2 

Brain (whole) 

0.9 

Liver ca. HepG2 

0.0 

Spinal Cord Pool 

1.0 

Kidney Pool 

11.3 

Adrenal Gland 

0.4 

Fetal Kidney 

7.1 

Pituitary gland Pool 

0.2 

Renal ca. 786-0 

2.2 

Salivary Gland 

0.3 

Renal ca. A498 

0.3 

Thyroid (female) 

0.1 

Renal ca. ACHN 

0.5 

Pancreatic ca. CAPAN2 

0.4 

Renal ca. UO-31 

1.3 

Pancreas Pool 

3.5 
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Table AJC , Oncology_cellJine_screening_paneLv3. 1 


Tissue Name 

Rel. Exp.(%) 
Ag4681, Run 
224056814 

] 

1 

Tissue Name 

Rel. 

Exp.(%) 
\g4681, 
Run 

224056814 

18.7 

Daoy 

Med u 1 1 ob 1 astom a/Cerebel lum 

8.6 

Ca Ski_Cervical epidermoid carcinoma 
(metastasis) 

TE671 

Medulloblastorn/Cerebellum 

9.2 

ES-2_0varian clear cell carcinoma 

6.0 

D283 Med 

Medulloblastoma/Cerebellum 

0.1 

Ramos/6h stim_ Stimulated with j 0 Q 
PMA/ionomycin 6h ) 

PFSK-1 Primitive 
Neuroectodermal/Cerebellum 

lRamos/1 4h stim_ Stimulated with | Q Q 
jPMA/ionomycin 14h ^ j ' m 

XF-49S_CNS 

100.0 

MEG-01_Chronic myelogenous 
leukemia (megokaryoblast) 

0.0 

SNB-78_CNS/glioma 

66.4 

Raji_Burkitt's lymphoma^ 

0.0 

SF-26S_CNS/gliob!astoma 

2.0 

DaudLBurkitt's lymphoma 

0.0 

T98G Glioblastoma 

5.0 

U266 B-cell plasm acytorna/myelo ma 

0.0 

jSK-N-SHJsleuroblastoma 
[(metastasis) 

78.5 

CA46_Burkitt's lymphoma 

0.0 

,.. . ... 

SF-295_CNS/glioblastoma 

6.4 

RL non-Hodgkin's B-cell lymphoma '.0.0 

Cerebellum 

0.2 

JMl_pre-B-cel! lymphoma/leukemta 

0.0 

Cerebellum 

0.4 

Jurkat Tcell leukemia 

0.0 

NCI-H292Jvkicoepidermoid 
lung ca. 

1.6 

TF- 1 _ErythroIeukemia 

0.0 

DMS-114_Small cell lung 
cancer 

0.4 

HUT7S_T-cell lymphoma 

0.0 

DMS-79_Sma!l cell lung 
cancer/neuroendocrine 

0.2 

U937_Histiocytic lymphoma 

jo.o 

NCI-H146_Small cell lung 
cancer/neuroendocrine 

0.0 

KU-812_Myelogenous leukemia jo.O 

NCI-H526_Small cell lung 
cancer/neuroendocrine 

0.1 

769-P_Clear cell renal ca. Jo.O 

NCl-N417_Small cell lung 
cancer/neuroendocrine 

1.8 

Caki-2_Clear cell renal ca. 

0.7 

NCI-H82_Small cell lung 
cancer/neuroendocrine 

0.0 

SW S39_Clear cell renal ca. 

4.1 


514 


WO 2003/023008 


PCT/US2002/028596 


NCl-H157_Squamous cell lung 
cancer (metastasis) 

5.6 

1 

1 ! 

G401_Wilms t tumor |0.0 | 

NCI-H1155_Largecel! lung 
cancer/neuroendocrine 

n n i 

U.v 

ris/Ool rancieatic ca. (,l<in nieiasidbibj i 


NCI-H1299_Large cell lung 
cancer/neuroendocrine 

KJ,J 

CAPAN-l_Pancreatic adenocarcinoma 
(liver metastasis) 

0.1 

NCI-H727_Lung carcinoid 

0.2 j 

SU86.86_Pancreatic carcinoma (liver 
metastasis) 

4.3 

NCI-UMC-1 l_Lung carcinoid 

0.0 

BxPC-3 Pancreatic adenocarcinoma 

0.0 

LX-l_Small cell lung cancer 

9.0 ; 

HPAC Pancreatic adenocarcinoma 

0.5 

Colo-205_Colon cancer 

1.3 

MIA PaCa-2 Pancreatic ca. 

0.1 

KM 12 Colon cancer 

3.3 

> 

CFPAC- l_Pancreatic ductal 
adenocarcinoma 

10.3 

KM20L2_Colon cancer Jo.2 

i 

PANC-l_Pancreatic epithelioid ductal j Q ^ 

ca. 1 ^ _ _ 

NCI-H716_Coion cancer 

0.0 

T24 Bladder ca. (transitional cell) jO.l 

SW-48 Colon adenocarcinoma 

0.0 

5637 Bladder ca. {13.8 

SW1116_Colon 
adenocarcinoma 

0.4 

HT-1197_Bladderca. 

0.1 

LS 174T_Colon 
adenocarcinoma 

• 

2-4 

LTM-UC-3 Bladder ca. (transitional 
cell) 

2.9 

SW-948_Colon 
adenocarcinoma 

0.1 

A204_Rhabdomyosarcoma 

61.1 

SW-480_Colon 
adenocarcinoma 

0.1 

HT-1 OSOJFibrosarcoma 

1.3 

NCI-SNU-5_Gastric ca. 

0.2 

MG-63_Osteosarcoma (bone) 

2.2 

KATO III_Stomacb 

0.2 

SK-LMS- ^Leiomyosarcoma (vulva) 

28.1 

NCI-SNU-16_Gastric ca. 

25.7 

SJRH3 (^Rhabdomyosarcoma (met to 
bone marrow) 

23.0 

NCI-SNU-LGastric ca. 

0.0 

A431_Epidermoid ca. _ 

0.1 

RF-l_Gastric adenocarcinoma 

0.0 

WM266-4_Melanoma 

51.1 

RF-48 Gastric adenocarcinoma 

o_q_ 

[dU 145 Prostate 

4.5 

MKN-45_Gastric ca. 

0.3 

MDA-MB-468_Breast adenocarcinoma 

0.0 

NCI-N87 Gastric ca. 

0.2 

SSC-4 Tongue 

_3,3 . . 

OVCAR-5_Ovarian ca. 

0.3 

SSC-9 Tongue 

15.5 

RL95-2 JJterine carcinoma 

0.0 

SSC-15 Tongue 

9.9 


515 


WO 2003/023008 


PCT/US2002/028596 


HelaS3_Cervical 
adenocarcinoma 


0.0 


jCAL 27_Squamous cell ca. of tongue |3 1 .9 


Table AID. Panel 4. ID 


] 

1 

Tissue Name j 

Rel. Exp.(%) 
Ag4681, Run 
268722514 

Tissue Name 

Rel. Exp.(%) 
Ag4681, Run 
268722514 

Secondary Thl act 

0.0 

HUVEC IL-lbeta 

0.0 

Secondary Th2 act ^ ■ 

0.0 

HUVEC 1FN gamma _ 

0.0 

Secondary Trl act 

0.0 

HUVEC TNF alpha + IFN 
gamma 

0.0 

Secondary Thl rest 

. — 

0.0 

HUVEC TNF alpha + IL4 

0.0 

Secondary Th2 rest 

0.0 

HUVEC 1L- 11 

OS) _ t 

Secondary Trl rest 

0.0 

1 

Lung Microvascular EC none -0.0 

Primary Thl act 

0.0 

Lung Microvascular EC 
TNFalpha + lL-lbeta 

0.0 

„ „ .... 

Primary Th2 act 

0.0 

Microvascular Dermal EC 
none 

0.0 

Primary Trl act 

0.0 

Microsvasular Dermal EC 
TNFalpha+ IL-lbeta 

0.0 

Primary Thl rest 

... 

0.0 

Bronchial epithelium 
TNFalpha + ILlbeta 

8.5 

Primary Th2 rest 

0.0 

Small airway epithelium none 

3.1 

Primary Trl rest 

0.0 

Small airway epithelium 
TNFalpha+ IL-lbeta 

10.2 

CD45RA CD4 
lymphocyte act 

1 A A 

14.4 

Coronery artery SMC rest 

1.4 

CD45RO CD4 
lymphocyte act 

0.0 

Coronery artery SMC 
TNFalpha + IL-lbeta 

3.5 

CDS lymphocyte act 

0.0 

Astrocytes rest 

9.6 

Secondary CDS 
lymphocyte rest 

0.0 

Astrocytes TNFaipha + IL- 
lbeta 

7.7 

Secondary CDS 
lymphocyte act 

0.0 

KU-812 (Basophil) rest 

0.0 

CD4 lymphocyte none 

0.0 

KU-8 12 (Basophil) 
PMA/ionomycin 

0.0 

2ry Thl/Th2/Trl anti- 
CD95CH11 

0.0 

CCD1 106 (Keratinocytes) 
none 

15.1 
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LAK cells rest 

U.l 

CCD 11 06 (ICeratinocytes) 
TNFalpha + IL-lbeta 

22.4 

LAIC cells IL-2 

0.0 

Liver cirrhosis 

0.6 

LAIC cells IL-2+IL-12 

0.0 

NCI-H292 none 

0.1 

LAK cells IL-2+1FN 
gamma 

0.0 

NCI-H292 IL-4 

1.1 

LAIC cells IL-2+ IL-18 

0.0 

NCI-H292 1L-9 

0,1 

LAIC cells 
PMA/ionomycin 

0.4 

NCI-H292 IL-13 

2.2 

NK Cells IL-2 rest 

0.0 

NCI-H292 IFN gamma 

0.1 

f ' " 

jTwo Way MLR 3 day 

0.0 ]HPAECnone 

0.0 

Two Way MLR 5 day 

jHPAEC TNF alpha +IL-1 
°*° ;beta 

0.0 

Two Way MLR 7 day lo.O jLung fibroblast none 

46.0 

~ — ~ — — -j ■ — " n • "" "~ m — — — ' — 

Lung fibroblast TNF alpha + 
PBMCrest 0.0 | IL _* beta 

19.8 

PBMC PWM |0.0 

Lung fibroblast IL-4 

74.7 

PBMC PHA-L jO.O 

Lung fibroblast IL-9 ^ 

75.3 

Ramos (B cell) none ]o.O 

Lung fibroblast IL-13 

44.4 _ 

Ramos (B cell) ionoinycin 

, - - 

jo.o 

Lung fibroblast IFN gamma 

53.2 

B lymphocytes PWM 

0.0 

Dermal fibroblast CCD1 070 ! oy ? 
rest J - 

B lymphocytes CD40L 
and IL-4 

0.1 

Dermal fibroblast CCD1070 
TNF alpha 

26.4 

EOL-1 dbcAMP 

0.0 

Dermal fibroblast CCD1070 
IL-1 beta 

31.9 

EOL-l dbcAMP 
PMA/ionomycin 

0.0 

Dermal fibroblast IFN gamma 

12.8 

Dendritic cells none 

!o.6 

Dermal fibroblast IL-4 

100.0 

1 

Dendritic cells LPS |0.6 

Dermal Fibroblasts rest 

4.6 

Dendritic cells anti-CD40 |o.2 

Neutrophils TNFa+LPS 

0.0 

Monocytes rest lo.O 

Neutrophils rest 

0.0 

Monocytes LPS 

0.1 

Colon 

0.5 

Macrophages rest 

0.1 

Lung 

0.4 

Macrophages LPS 

■ 

0.2 Thymus 

0.2 
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I 

HUVEC none 

0.0 

Kidney 

1.2 

HUVEC starved 

0.0 




General_screening_panel_vl.4 Summary: Ag4681 Highest expression of this 


gene is seen in a brain cancer cell line (CT=20.3). Prominent expression of this gene is also 
seen in a cluster of samples derived from brain cancer cell lines. High levels of expression 
are also seen in cell lines from colon, renal, ovarian, lung, breast, prostate, and melanoma 

5 cancers. This gene encodes a homolog of tenascin-C, an extracellular matrix protein that 
appears at active sites of tissue remodelling during cancer invasion. Tenascin has been 
shown to be highly expressed around tumours, including invasive breast carcinomas and 
may be expressed by these invasive carcinomas (Adams M. Cancer Res 2002 Jun 
1;62(1 1):3289-97). Zagzag et. al has suggested a potential role for tenascin-C in 

10 pathological angiogenesis (Cancer Res 2002 May 1 ;62(9):2660-8). Thus, expression of this 
gene could be used to differentiate between these cell lines and other samples on this panel, 
and as a marker of brain cancer. Based on the homology of this gene to tenascin-C and the 
expression in brain cancer cell lines, therapeutic modulation of the expression or function of 
this protein may be useful in the treatment of colon, brain, renal, ovarian, lung, breast, 

1 5 prostate, and melanoma cancers. 

OncoIogy_ceIIJine_screening_paneI_v3.1 Summary: Ag46Sl Highest 
expression of this gene is seen in a brain cancer cell line (CT=23.7), consistent with 
expression in panel 1.4. In addition, high levels of expression are seen in other cell tines on 
this panel, including samples from gastric and lung cancers. See Panel 1.4 for discussion of 

20 this gene in cancer. 

Panel 4.1D Summary: Ag4681 Highest expression of this gene is seen in IL-4 
treated dermal fibroblasts (CT=22.72). High levels of expression of this gene are seen in 
treated and untreated lung and dermal fibroblasts, keratinocytes, astrocytes, and bronchial 
and small airway epithelium. Moderate to low levels of expression of this gene is also seen 

25 in naive T cells, resting and activated dendritic cells and activated B lymphocytes. 
Expression of this gene in dendritic cells suggests a role for this gene in antigen 
presentation. This gene has homology to tenascin-C, an extracellular matrix glycoprotein 
that is expressed during inflammatory and fibrotic disorders, and specifically, is deposited 
in increased amounts in the asthmatic airway (Johnson PR. Clin Exp Pharmacol Physiol 

30 2001 Mar;28(3):233-6). The preferential expression of this gene in cells derived from the 
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lung and skin suggests that this gene product may be involved in normal conditions as well 
as pathological and inflammatory lung and skin disorders that include chronic obstructive 
pulmonary disease, asthma, allergy, psoriasis and emphysema. 

5 AK. CG56054-02: Integrin alpha 7-like protein. 

Expression of gene CG56054-02 was assessed using the primer-probe sets Ag4983, 
Ag6442, Ag6424, Ag6428, Ag6429, Ag6430, Ag643i, Ag6439, Ag6413 and Ag6964, 
described in Tables AKA, AKB, AKC, AKD, AKE, AKF, AKG, AKH, AKl and AKJ. 
Results of the RTQ-PCR runs are shown in Tables AKK, AKL, AKM, AKN, AKO and 
10 AKP. 


Table AKA . Probe Name Ag4983 


Primers 

Sequences 

! 

| 

iLength 

jStnrt 
jPosition 

!2435 

SEQ ID No 

Forward 

5'- 

ccaggtcaccttctacctcatc-3 ' 

|22 

414 

Probe 

TET- 5 ' - 

cttagcacctccgggatcagcatt- 
3 ' -TAMRA 

! 24 

-r — -■ 

1 

j2457 

12491 
I 

415 
416 

Reverse 

5* - 

aacagcagctctacctccagtt-3 ' 

22 

Table AKB. Probe Name As6442 

Primers jsequences ! 

Length 

22 

Start Position 

SEQ ID No 

Forward 

si - ! 

gatgtggacagtagggatagga-3 1 i 

2874 

417 
418 

Probe 

TET- S 1 - 

ccacctgagcagcaggagcct-3 ■ - 
TAMRA 

21 

2913 

Reverse 

5 ' -gcgcagtccagggtg-3 ' 

15 

2999 

419 

Table AKC. Probe Name Ag6424 

Primers {sequences ii 

i 

^ength f 

Start Position 

SEQ ID No 

Forward \s * - ttgggttctgccagca-3 * |l 

6 

742 

420 
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Probe 

t 

jTET-5* - 

cacagctgccgccttctccc-3 ' 
(TAMRA 

— * 

S 

- |20 

761 

421 

Reverse 

js ' -aaaagcaaccccttccaa-3 

■5 

824 

422 


Table AKD . Probe Name Ag6428 


Primers 

Sequences 

Length 

Start Position 

SEQ ID No 

Forward 

5 ' -cttcatctaccatgggagca- 
3' _ a _ _ _ 

20 

1394 

423 

Probe 

TET - 5 ' - 

ccttcacaggtgctggagggc- 
3 ' -TAMRA 

21 

1434 

424 

Reverse 

5 ' -agggagtagccgaagctct- 
3 ' 

,9 

1471 

425 


Table MCE . Probe Name Ag6429 


Primers 

[sequences 

jLength 

Start Position 

SEQ ID No 

Forward 

Js ' -ccgtgccccagtaccat-3 ■ 

in . 1 

3382 

426 

Probe 

(tET- 5 ' - 

jcgggcaccatcctgaggaacaac- 
■3 • - TAMRA ^ 

"T ' ' " 

|23 

1 

3448 

427 

Reverse 

35 1 -gggcccagccaggat-3 1 

J15 

3484 

428 


Table AKF . Probe Name Ag6430 


Primers 

Sequences 

Length 

Start 
Position 

SEQ ID No 

Forward 

5 ' -gtgaccaacattgatagctcaga- 
3 ' 

23 

843 

429 

,1.11.1 II. .. «... _ 

Probe 

TET-5» - 

ccccgaccagctggtgtataaaactttg 
-3 1 -TAMRA 

28 



866 

430 

Reverse 

5 1 -gggagccggtcagca-3 ' |l5 jS99 

431 


5 Table AKG . Probe Name Ag643 1 


Primers 

Sequences 

t Start 

Len S th position 

SEQ ID No 

Forward 

5 1 -aaacatcaccctggactgc-3 * 

19 

2993 

432 

Probe 

TET- 5 * - 

tggtgttcagctgcccactctacag- 
3 * -TAMRA 

25 

3034 

433 
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1 1 — -~ — 1 — " — ■*■ 

Reverse js ' -ccgcgcggtcaaa-3 ' 

13 

3060 

434 


Table AKH . Probe Name Ag6439 


Primers 

Sequences 

Length 

Start Position 

SEQ ID No 

Forward 

5 1 -ctgtggtggcagaaggagt- 
3 ' 

19 

3250 

435 

iTET-S 1 - 

Probe 'ccctggtgggtcatcctcctg- 
|3 1 -TAMRA 

21 

3270 

436 

j 

! 

Reverse j gaagaatcccatcttccacag _ 3 ■ 

21 

3336 

437 


Table AKI . Probe Name Ag6413 


Primers 'sequences 

Length 

StarJtJPosition jsEQ ID No 

Forward 

5 » - 

ggtgaagacaagatctgccag-3 • 

21 

1 

2073 

438 

Probe 
Reverse 

TET-5 1 - 

tgtacccgggtcagcgacacg- 
3 » -TAMRA 

5 ' -gctgttgttccatccacatc- 

3' ^ _____ 

21 

20 

2124 
2166 

439 
440 


Table AKJ . Probe Name Ag6964 


Primeis 

Forward 

Sequences 

5 ' -ggccccagacatgca-3 • 

Length 

15 

Start Position 

3079 

SEQ ID No 

441 

Probe 

TET- 5 1 - 

actctacagctttgaccgcgcgg- 
3 ' -TAMRA 

23 

3050 

442 

Reverse 

5' -gccaactgtgtggtgttca-3 1 

19 

3024 

443 


Table AKK . CNS_neurodegeneration_vl.0 


Tissue 
Name 


ADJ Hippo 
AD 2 Hippo 
AD.3 Hippo 


Rel. 

Exp.(%) i 

Ag4983, 

Run 

218649223 

Rel. 

E.\p.(%) 
Ag6413, 
Run 

269253983 

Rel. 

Exp.(%) 
Ag6428, 
Run 

266937081 

Rel. 

Exp.(%) 
Ag6430, 
Run 

266937085 

Rel. jRel. 
Exp.(%) Exp.(%) 
Ag6431, |Ag6439, 
Run Run 
268030722 269254002 

Rel. 

Exp.(%) 
Ag6442, 
Run 

264979298 

23.7 

24.8 

18.0 

20.0 

18.8 21.6 

19.2 

41.2 

52.9 

32.3 

48.0 

28.7 |28.9 

49.7 

S.9 

6.4 

3.7 

11.6 

7.5 |6.1 

20.4 
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AD 4 Hippo 

14.8 i 

25.5 |l0.7 

17.1 jl8.8 

17.6 |5.6 

AD 5 Hippo 

... *j 

44.8 J 

41.S ]53.2 i39.2 |38.4 

42.6 157.4 

AD 6 Hippo 

ioo.o ! 

100.0 I100.0 s ioo.o I100.0 J 

100.0 I 

?0.l 

COnUOl L 

Hippo 

1 

24.3 ) 

i 

36.1 

18.7 

17.9 i29.5 

32.5 

"lO c 

28.5 

Control 4 
Hippo 

i 

42.9 1 

43.8 

27.0 

i 

38.4 (32.3 ] 

37.9 

86.5 

Control 
(Path) 3 
Hippo 

14.2 

11.4 

4.6 

10.2 

i 

5.0 

6.4 

0.0 

AD 1 

Temporal 

ctx 

23.3 

i 

15.9 

1 

12.9 

12.1 !l7.1 
i 

24.5 

16.8 

AD 2 

Temporal 

ctx 

41.5 |47.3 

5 

31.0 

36.6 |39.8 

27.5 

21.6 

AD 3 
Temporal 

CTX 

9.5 

9.8 

6.0 

i 

11.7 | 

\ 

) i 
11.3 J9.0 

5.7 

AD 4 

Temporal 

crx 

30.6 

39.0 
37.1 

20.2 
39.2 

i 

15.6 
43.S 

T " " 
25.3 130.4 

{ 

8.7 1 

AD 5 Inf 
Temporal 
Ctx 

45.4 

36.3 

41.8 

73.7 

AD 5 Sup 
Temporal 
Ctx 

51.1 

j. 

39.0 

42.0 

56.6 

32.3 

38.7 

55.9 

AD 6 Inf 
Temporal 
Ctx _ _ 

38.2 

59.9 

49.3 

40.9 

46.7 

47.6 

76.8 

AD 6 Sup 
Temporal 
Ctx 

Control 1 
Temporal 
Ctx 

43.8 

48.6 

48.3 

44.1 
11.9 

r~ -• — - 

1 

16.7 

50.3 
15.6 

50.3 

59.9 

12.2 

23.0 

12.9 

24.0 

46.7 

Control 2 
Temporal 
Ctx 

14.2 

32.5 

18.2 

17.4 

14.9 

50.0 
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Control 3 
Temporal 
Ctx 

' \ 
1 

15.1 |l5.3 

T 

1 

! 

9.6 j 

13.0 

14.5 

i 

16.5 < 

}.5 

Control 3 
Temporal 
Ctx 

23.7 

25.0 

""'■** — ] 
15.2 

18.9 

13.1 

i 

23.8 

13.6 

Control 
(Path) 1 
Temporal 
Ctx 

26.1 

47.0 

27.U 


j\J.O 

J/.O 

46.0 

Control 
(Path) 2 
Temporal 
Ctx 

— 

24.5 

■ 

25.9 

! 

I O.v 

10 < 

ly.j i 

! 

\ 

\ 

20.4 

_ 

24.8 

0.0 

Control 
(Path) 3 
Temporal 

! 

11.7 

1 

16.0 

7.5 

12.9 

10.9 

11.9 

31.0 

Control 
(Path) 4 

dill J *T 

Temporal 
Ctx_ 

21.9 



27.4 

17.1 

19.8 

18.2 

21.6 

Oft c 

39.5 

AD 1 

Occipital Ctx 

16.0 

11.9 

10.2 

16.2 

11.5 

16.0 

6.3 

AD 2 

Occipital Ctx 
(Missing) 

0.0 

0.0 

0.0 

0.0 

0.0 

i 

0.0 

0.0 

AD 3 

Occipital Ctx 

10.7 

6.0 

6.4 

11.7 

8.8 

10.2 

4.9 

AD 4 

UCCipiiai L/iX 

18.9 

23.7 

13.0 

12.6 

17.9 

18.6 

11. 1 

AD 5 

Occinital Ctx 

24.8 

28.3 

25.3 

16.7 

22.5 

22.7 

42.3 

AD 6 

Occipital Ctx 

20.6 

31.9 

20.2 

17.8 

17.0 

22.1 

14.8 

Control 1 
Occipital Ctx 

9.5 

14.4 

6.0 

11.3 

8.7 

7.2 

8.8 

Control 2 
Occipital Ctx 

31.9 

42.6 

26.4 

24.8 

33.2 

29.3 

82.4 

Control 3 
Occipital Ctx 

18.8 

i 

jn.o 

10.7 

16.4 

17.1 

19.2 

8.8 
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Control 4 
Ocrinital Pt\ 

18.2 

17.0 

i 

12.0 | 

j 

12.1 

r 

12.6 

13.6 

24.0 

Control 
(Path) 1 

Orrinital Ctx 

38.2 

52.5 

• 
I 

35.6 

32.8 

36.1 

39.5 

100.0 

Control 

\i all I y 4i 

Occipital Ctx 

9.6 

14.1 

6.7 

9.6 

7.9 

i 

" 

7.0 

9.3 

Pont ml 

(Path) 3 
Occipital Ctx 

4.8 

8.7 

5.4 

8.4 

6.0 

5.9 

4.1 

Control 
(Path) 4 
Occipital Ctx 

16.2 |l3.2 

13.2 i 

15.9 

10.2 

11.4 

32.8 

Control 1 
Parietal Ctx 

14.4 121.9 

8.8 

15.2 

16.3 

15.7 

9.2 

r 

Pnntml 9 
Parietal Ctx 

. yi nnr t 1 ■- ■ ■• ' 

32.8 128.9 

34.4 

39.5 

28.3 

37.1 

28.1 

Control 3 
Parietal Ctx 

20.6 

- 

19.8 

11.5 

14.5 

8.7 
39.2 

10.8 

9.1 

Control 
(Path) 1 
Parietal Ctx 

35.4 

62.4 

34.2 

33.4 

37.9 

69.3 

Control 
(Path) 2 
Parietal Ctx 

22.1 

23.8 

19.6 

20.0 

22.5 

18.7 

f 
t 

37.6 

Control 
(Path) 3 
ParietaTQx 

11.2 

15.4 

3.9 

15.0 
28.3 

7.1 

12.0 

10.4 

Control 
(Path) 4 
Parietal Ctx 

31.2 

34.2 

24.8 

8.8 

27.9 

27.5 


Table AKL . General_screening_panel_vl.4 


Tissue Name 

Rel. Exp.(%) 
Ag4983, Run 
218328386 

i 

jrissue Name 

Rel. Exp.(%) 
Ag4983, Run 
218328386 

Adipose 

25.3 

jllenalca.TK-10 

3.0 

Melanoma* Hs688(A).T 

1.0 

|b ladder 

7.0 
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Melanoma* Hs688(B).T 

Gastric ca. (liver met.) 
^ !NCI-N87 

1.9 

Melanoma* M14 

0.7 (Gastric ca. KATO III 

0.7 

Melanoma* LOXIMVI 

0.0 {Colon ca. SW-948_ 

0.1 

Melanoma* SK-MEL-5 

29.9 (Colon ca. SW480 

45.4 

Squamous cell carcinoma 
SCC-4 

0.1 

Colon ca.*(SW480 met) 
SW620 

17.1 

Testis Pool 

10.7 

Colon ca. HT29 

0.5 

Prostate ca.* (bone met) 
PC-3 

2.9 

Colon ca. HCT-116 

X3 

Prostate Pool 

1S.4 

Colon ca. CaCo-2 

21.8 

Placenta 

0.4 Icolon cancer tissue 

12.7 

Uterus Pool 

Ovarian ca. OVCAR-3 

10.4 
1.2 

Colon ca. SWl l 16 
Colon ca. Colo-205 

2.4 
0.4 

Ovarian ca. SK-OV-3 

1.7 

Colon ca. SW-48 

1.5 

Ovarian ca. OVCAR-4 

0.6 

Colon Pool 

31.4 

Ovarian ca. OVCAR-5 

2.1 jsmall Intestine Pool 

12.1 

Ovarian ca. IGROV-1 |s7.7 jstomach Pool 

13.6 

Ovarian ca. OVCAR-8 ! 10.6 bone Marrow Pool 

13.2 

Ovary 

Breast ca. MCF-7 

4.7 (Fetal Heart 

24.1 

0.4 jHeart Pool 

34.9 

Breast ca. MDA-MB-23 1 

0.4 jLymph Node Pool 

26.4 

Breast ca. BT 549 

0.6 

Fetal Skeletal Muscle 
Skeletal Muscle Pool 

55.1 

Breast ca. T47D 

5.1 

82.4 j 

Breast ca. MDA-N 

1 .0 jSpleen Pool 

3.3 

Breast Pool 

18.2 jThymusPool 

10.2 

Trachea 

jcNS cancer (glio/astro) 
jU87-MG 

14.9 

Lung 

3.7 

CNS cancer (glio/astro) 
U-118-MG 

5.1 

Fetal Lung 

7.2 

CNS cancer (neuro;met) 
SK-N-AS 

2.6 

Lungca. NCI-N4I7 

2.3 

CNS cancer (astro) SF- 
539 

0.2 
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Lung ca. LX-1 

9.7 

CNS cancer (astro) SNB- 
75 

11.9 

Lung ca. NCI-H146 

03 

CNS cancer (glio) SNB- 
19 

100.0 

Lung ca. SHP-77 

8.1 |CNS cancer (glio) SF-2951 

14.6_ 

Lung ca. A549 

0.7 jBrain (Amygdala) Pool j 

8.0 

Lungca.NCI-H526 

0.4 

Brain (cerebellum) j 

11.5 

Lung ca. NCI-H23 

6.4 

Brain (fetal) |l0.8 

Lungca. NCI-H460 

0.2 

Brain (Hippocampus) 
Poo! 

11.6 

Lung ca. HOP-62 
Lung ca. NCI-H522 

0.9 

Cerebral Cortex Pool 

12.9 

2.2 

Brain (Substantia nigra) 
Pool 

15.9 

Liver 

0.2 

Brain (Thalamus) Pool 

13.7 

Fetal Liver 

— 

0.6 j 

Brain (whole) 

7.7 

i -- ■ 111 ' 

Liver ca. HepG2 

0.3 

Spinal Cord Pool 

14.9 

Kidney Pool 

41.8 

Adrenal Gland 

7.9 

Fetal Kidney 

4.9 

Pituitary gland Pool 

1.3 

Renal ca. 786-0 

. j 

0.3 jSalivary Gland 

1.6 

Renal ca. A498 

— .. 1 — — * — * 

0.4 |Thyroid (female) 


Renal ca. ACHN^ 

i 

2. 1 jPancreatic ca. CAPAN2 

1.5 

Renal ca. UO-31 

0.6 {Pancreas Pool 

16.0 

Table AKM. General screening panel, vl. 5 

Tissue Name 

Re!. Exp.(%) 
Ag6442, Run 
264979530 

Tissue Name 

Rel. Exp.(%) 
Ag6442, Run 
264979530 

Adipose 

3.2 

Renal ca. TK-10 

OS 

2.1 

Melanoma* Hs688(A)/r 

0.5 

Bladder 

Melanoma* Hs688(B).T 

0.5 

Gastric ca. (liver met.) 
NCI-N87 

0.7 

Melanoma* M14 

0.7 

Gastric ca. KATO III 

0.2 

Melanoma* LOX1MVI 

0.0 

i Colon ca. SW-948 

o.i 
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Melanoma* SK-MEL-5 

8.9^ 

Colon ca. SW480 

17.7 

Squamous cell carcinoma 
SCC-4 

0.0 

Colon ca.* (SW480 met) 
SW620 

7.9 

Testis Pool 

3.5 

Colon ca. HT29 

0.5 

Prostate ca.* (bone met) 
PC-3 

0.1 

Colon ca. HCT-116 

I A 

Prostate Pool 

t 

3.1 'Colon ca. CaCo-2 

10.2 

Placenta 

0.4 jcolon cancer tissue 

10.7 

Uterus Pool 

5.4 

Colon ca. SW1116 

1.3 

Ovarian ca. OVCAR-3 

0.4 

Colon ca. Colo-205 

0.0 

Ovarian ca. SK-OV-3 

0.1 

Colon ca. SW-48 

0.7 

Ovarian ca. OVCAR-4 

0.3 

Colon Pool 

63 

Ovarian ca. OVCAR-5 

0J8 

Small Intestine Pool 

5.2 

Ovarian ca. IGROV-1 

66.0 

Stomach Pool 

4.3 

Ovarian ca. OVCAR-8 

11.2 

Bone Marrow Pool 

3.3 

Ovary 

2.0 

Fetal Heart 

7.6 _ 
13.3 

Breast ca. MCF-7 

0.1 

Heart Pool 

Breast ca. MDA-MB-231 

0.2 'Lymph Node Pool 

7.1 

Breast ca. BT 549 

0.4 

Fetal Skeletal Muscle 

16.5 

Breast ca. T47D 

0.0 

Skeletal Muscle Pool 

100.0 

Breast ca. MDA-N 

0.5 

Spleen Pool 

1.9 

Breast root 

7.4 

Thymus Pool 


Trachea 

2.4 

CNS cancer (glio/astro) 
U87-MG 

7.4 

Lung 

3.5 

CNS cancer (glio/astro) 
U-118-MG 

2.6 

Fetal Lung 

3.8 

CNS cancer (neuro;met) 
SK-N-AS 

1.2 

Lung ca. NC1-N417 

1.6 

CNS cancer (astro) SF- 
539 

0.2 

Lung ca. LX-1 

1.4 

CNS cancer (astro) SNB- 
75 

6.7 

Lung ca.NCI-H146 

0.4 

CNS cancer (glio) SNB- 
19 

63.7 
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Lungca. SHP-77 

2.0 


CNS cancer (glio) SF-295! 

4.0 

Lung ca. A549 

0.2 

jBrain (Amygdala) Pool i 

5.0 _ 

Lung ca. NCI-H526 

0.6 

jlBrain (cerebellum) 

3.3 

Lung ca. NCI-H23 

2.0 

brain (fetal) 

1.9 

Lung ca. NCI-H460 

0.1 

i 

jBrain (Hippocampus) 
;Pool 

5.7 

Lung ca. HOP-62 

0.6 

Cerebral Cortex Pool 

4.6 

Lung ca. NCI-H522 

1.1 

Brain (Substantia nigra) 
Pool 

5.1 

„ . . , - r m r - rirr .- iri ., 

Liver 

0.2 


Brain (Thalamus) Pool 

3.7 

Fetal Liver 

0.2 

Brain (whole) 

3.2 

Liver ca. HepG2 

0.0 

Spinal Cord Pool 

9.0 

Kidney Pool 

15.6 

Adrenal Gland 

3.1 

Fetal Kidney 

1.0 

jpituitary gland Pool 

0.7 

Renal ca. 786-0 

0.2 

Salivary Gland 

0.7 

Renal ca. A498 

0.2 


Thyroid (female) 

1.0 

Renal ca. ACHN 

0.2 

Pancreatic ca. CAPAN2 

0.5 

Renal ca. UO-31 

0.4 

Pancreas Pool 

8.8 


Table AKN . General_screening_panel_vl .6 


Tissue 
Name 

Rel. 

Exp.(%) 

Ag6413, 

Run 

2772493 

71 

Rel. 

Exp.(%) 
Ag6424, 
Run 
2772217 

Rel. 

Exp.(%) 

Ag6428, 

Run 

2772224 

39 

Rel. 

Exp.(%) 

Ag6430, 

Run 

2772224 

43 

Rel. 

Exp.(%)< 

Ag6431, 

Run 

2776335 

68 

Rel. 

Exp.(%) 

Ag6431, 

Run 

2783893 

90 

Rel. 

Exp.(%) 

Ag6439, 

Run 

2772231 

75 

Rel. 

Exp.(%) 

Ag6964, 

Run 

2783889 

46__ 

Adipose 

25.9 

0.0 

— ..... 

20.0 i8.2 

17.4 

13.8 

17.3 

18.8 

Melanoma* 
Hs688(A).T 

0.5 

0.0 

^ 1 
2.0 (0.5 

0.8 

0.9 

0.4 

0.7 

Melanoma* 
Hs6S8(B).T 

2.7 

0.0 

4.1 

0.6 

2.5 

2.2 

2.9 

2.4 

Melanoma* 
M14 

0.3 

0.0 

0.7 

0.7 

0.4 

0.4 

0.4 

0.7 
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Melanoma* 
LOXIMVI 

0.0 

0.0 

l„ 

0.0 

1 

o.o lo.o 

< 

0.0 jo.i 

Melanoma* 

O V N ATH T Z 

SK~MbLo 

15.2 

0.0 |30.4 

22.5 

18.2 

14.6 

18.3 1 5.9 

i 

Squamous 
cell 

carcinoma 
SCC-4 


o.o lo.i 

I 

1 

0.3 

0.1 

'• 

0.2 

0.0 

0.1 

Testis Pool 

5.2 

0.0 18.8 

4.2 (10.4 

9.0 

?;] 

9±. 

Prostate ca.* 
(bone met) 
PC-3 

1.9 

\ 

0.0 |2.5 

i 

i n 

l.U 

! 

1 0 

1.8 

1.3 

4.3 

Prostate Pool 

8.1 

o.o Jus 


11.3 

12.1 

28.5 

10.0 

Placenta 

0.5 

0.0 

0.7 

U. 1 

n i 

0.1 

0.5 

0.4 

Uterus Pool 

Ovarian ca. 
OVCAR-3 

2.2 
0.9 

1 

op 

0 0 

l/.V/ 

4.5 
1 i 

1.1 

2.6 

A O 
0.5 

4.6 

A *7 

0.7 

4.5 
1.1 

5.3 
1.6 

4.1 ^ 
4.0 

Ovarian ca. 
SK-OV-3 

0.8 

0.0 

1.7 

1 ^ 
l.j 

. 

A Q 

0.9 

1.3 

1.7 

Ovarian ca. 
OVCAR-4 

U.Z 
1 .o 

0.0 

0.9 

A C 

\j.D 

0 & 
1.3 

0.8 

; 

0.9 j0.5 

Ovarian ca. 
OVCAR-5 

0.0 

2.9 

1.5 

1.4 I7.9 

Ovarian ca. 
IGROV-1 

100.0 

100.0 

77.9 ' 

90.8 

84.7 

97.9 169.3 p5.8 

Ovarian ca. 
OVCAR-S 

13.6 

5.6 

14.0 

11.9 

15.6 

• 

14.6 

17.3 , 

16.7 

Ovary 

2.7 

0.0 

5.2 _ 

2.1 

3A 

2.3 

0.2 

2.8 
0.5 


MCF-7 

0.3 

0.0 

0.3 

; 

0.4 


0.5 

Breast ca. 

MDA-MB- 

231 

0.1 

0.0 

0.4 

0.4 

0.2 

0.2 
0.5 

0.2 
0.6 

0.3 
0.4 

Breast ca. 
BT 549 

0.5 

0.0 

0.5 

0.3 

0.1 

Breast ca. 
T47D 

0.0 

0.0 

0.5 

0.3 

0.2 

0.3 

0.4 

0.5 
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Breast ca 
MDA-N 

0.6 

0.0 

0.7 

0.7 

0.6 

0.6 

0.6 

1 

0.8 

Breast Pool 

15.0 

0.0 

J . O 

|19.5 J14.6 

10.7 

r "" r """ 1 " r 

P 2 

16 7 

Trachea 

— — . 

4.5 

0.0 

8.4 

[2.9 j4.8 

4.2 

4-7 


Lung 

> 

0.0 

2.3 

I..? 

4.2 

3.2 


I5.1 

Fetal Lung 

3.9 

0.0 

9.1 

4.0 

1 

5.0 

4.8 

5.3 


Lung ca. 
NCI-N417 









2.0 

2.0 

3.5 

2.7 

3.3 

2.6 

4.0 

2.3 

Lung ca. LX- 
1 

3.5 

3.1 

6.5 

7.0 

5.0 

3.5 

4.9 

44.1 

Lung ca. 
NCI-H146 

f ~" 

0.1 

0.0 

0.3 

0.5 

0 1 

0.2 

0.1 


Lung ca. 
SHP-77 

4.0 

2.3 

6.8 

6.3 

5.3 

4.5 

4.5 

| 3 .8 

Lung ca. 
A549 

0.3 

0.0 

0.9 

0.3 

0.0 

0.4 

0.6 J4.7 

Lung ca. 
NCI-H526 ^ 

0.2 

i 

0.0 |0.9 

0.7 

0.6 

0.3 

• 

I 

0.4 

0.5 

Lung ca. 
NCI-H23 

Ji.y 

0.0 

r 

4.6 |4.5 

» 

4.8 


2.9 

10.3 

Lung ca. I 
NCI-H460 i 

0.0 

*SMT>* V-. C.T '. f" «A. 

0.0 

_ 

0.2 

0.2 

0.1 

0.3 

0.0 

0.3 

Lung ca. 
HOP-62 

0.5 ; 

0.0 

0.5 

0.6 

1.0 

0.6 

0.5 

0.7 

Lung ca. 
NCI-H522 

1.7 

0.0 

2.3 

2.4 

1.7 

1.3 

3.3 

8.9 

1 

Liver 

0.1 

o.o jo.o 

0, J 

0.0 

0.0 

0.1 

2.0 

Fetal Liver 

0.3 

0.0 

1.1 

0.6 

0.6 

0.5 

0.8 

8.2 

Liver ca. 
HepG2 

0.1 

i 

0.0 i0.2 
1 

0.1 

0.0 

0.2 

0.1 

2.4 

Kidney Pool 

27.9 

6.5 j 

47.0 

34.9 

33.9 

28.1 

43.2 i 

32.8 

Fetal Kidney 

1.4 

0.0 

4.9 

5.1 

4.1 

4.0 

5.8 

11.5 

Renal ca. 
786-0 

0.2 

0.0 

0.2 

0.2 

0.3 

0.1 

0.3 

0.9 
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Renal ca. 
A498 

Renal ca. 
ACHN 

! 1 

10.0 jO.O 

1.5 50.0 

L . 

i 
i 

,0.2 

f 

12.5 

i 

U.I 
0.7 

U.U 

1.7 

1.5 

j 

0.5 |8.5 

~"'\ 
1.2 12.5 

1 . 

Renal ca. 
UO-31 

0.3 

0.0 

! 

0.5 

0.3 

0.2 

0.2 

0.6 

1 

P. 

Renal ca. 
TK-10 

1.9 

0.0 

3.1 

2.5 

2.0 

1.9 

> 

2.1 |4.6 

Bladder 

4.2 

0.0 

5.9 

3.0 

5.5 

5.1 

'8.3 j6.7 

Gastric ca. 
(liver met.) 
NCI-N87 

! 

0.9 jo.O 

1.7 

1.7 

0.9 

! I 

1.2 jl.l |6.7 
1 i 

Gastric ca. 
KATO III 

1 

0.4 iO.O 

j , 

0.8 

0.4 

0.2 

J 

0.3 jo .4 

0.9 

1 

Colon ca. 

SW-948 

0.0 jO.O 

t 

0.2 

0.0 

0.2 

0.2 |0.3 

1.2 

Colon ca. 
SW480 

20.9 

I 

9.5 

41.8 

39.0 

27.0 

_ — . — - -•} • 

23.3 j23.0 

33.7 

Colon ca.* 
(SW480 met) 
SW620 

13.3 

7.7 

i 

16.4 

15.5 

12.8 

10.3 

6.1 

25.0 

Colon ca. 
HT29 j 

0.2 

0.0 

0.0 

0.0 

0.2 
2.5 

0.2 

0.0 

0.3 

Colon ca. 
HCT-116 

j 

2.1 jl.6 

.. ... ~f . . r — i 

3.2 

3.8 

2.0 

2.1 

4.3 
38.2 

Colon ca. 
CaCo-2 

15.0 SlO.4 

< . . 

27.0 

22.2 

19.1 

16.7 

18.3 

Colon cancer 
tissue 

9.0 j 

0.0 

1 1.0 

6.5 

11.9 

7.6 

7.7 

20.4 

Colon ca. 
SW1116 

1.3 

0.0 

2.5 

1.7 

2.0 

1.5 

1.8 

6.0 

Colon ca. 
CoIo-205 

0.1 

■ 1 

0.0 

0.3 

0.2 

0.2 

0.0 

0.2 

0.8 
2.6 

Colon ca. 
SW-4S 

i 

! 

0.8 i 

0.0 

1.4 

1.3 

1.5 , 

1.5 ! 

1.4 

Colon Pool 

20.3 jO.O 

28.1 

28.7 

23.2 

18.7 ! 

25.5 

20.6 
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Small 

Intestine 

Pool 

14.0 

0.0 
0.0 

17.1 

10.5 

■ 

11.2 

13.0 

1 

12.8 

10.4 

Stomach 
Pool 

8.1 

1 

14.3 j6.2 

9.5 

9.3 

! 

8.5 ; 
, 

10.7 

Bone 

Marrow Pool 

6.8 

0.0 

14.3 (nT 

i 

10.2 

8.7 

18.7 

1 ^ C 

12.5 

Fetal Heart 

10.1 

0.0 

25.5 j24.3 

24.5 

21.8 

33.7 

20.7 

Heart Pool 

28.7 

5.2 

1 

29.7 j23.0 

25.9 

17.2 

33.7 

26.1 

Lymph Node 
Pool 

17.6 

0.0 

j 

33.7 130.4 

J . ... , 

22.1 

23.7 

19.9 

24.7 

Fetal 

Skeletal 

Muscle 

31.9 

36.9 
12.3 

i 

! 

54.3 |46.7 

48.6 

46.3 

19.1 

50.7 

Skeletal 
Muscle Pool 

17.4 

29.3 

21.5 

29.5 

j 

25.9 j22.1 

32.3 

Spleen Pool 

0.9 

0.0 

1.9 

2.0 

2.0 

1.7 |2.7 

3.1 

Thymus Pool 

4.4 

0.0 

1 

10.4 17.5 

8.1 

9.4 b.7 

7.0 
14.1 

CNS cancer 

(glio/astro) 

U87-MG 

1 

k 

9.8 |l.6 

* • 

14.9 

6.1 

1 

10.7 

10.0 

10.9 

CNS cancer 

(glio/astro) 

U-118-MG 

3.5 

5 

0.0 |4.7 

! 

j_. . . . ,.. 

2.9 

3.8 

3.1 

3.8 

5.8 

CNS cancer 
(neuro;met) 
SK-N-AS 

1.9 

. 

0.0 

2.6 

1.7 

2.1 

1.0 

1.4 

2.6 

CNS cancer 
(astro) SF- \ 

0.1 

0.0 

0.0 

0.2 

0.1 

0.2 

0.1 

0.1 

CNS cancer 
(astro) SNB- 
75 

8.1 

1.9 

14.9 

5.9 

6.5 

10.0 

11.7 

9.7 
100.0 

CNS cancer 
(glio) SNB- 
19 

79.6 

84.1 

100.0 

100.0 

100.0 

100.0 

100.0 

CNS cancer 
(glio) SF-295 

8.2 

1.8 

11.3 

9.0 

8.0 

7.8 

8.2 

14.8 
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Brain 

(Amygdala) 
Poof 

» 

3.7 .2.3 
_J 

1 

7.7 

6.9 

6.2 

4.8 

8.0 

5.3 

Brain 

(cerebellum) 

i 

12.0 16.6 

... 2 

19.8 

11.1 

10.7 

9.7 iS.S 

9.7 

Brain (fetal) 

4.2 

3.0 

12.7 

11.5 

6.6 

5.6 

6.8 

6.4 

Brain 

(Hippocamp 
us) Pool 

7.5 



3.1 

11.7 

11.0 

8.6 

6.9 

11.0 

10.2 

Cerebral 
Cortex Pool 

9.7 

1.7 

11.0 

7.5 

7.5 

0.7 

11.6 

8.7 

Brain 

(Substantia 
nigra) Pool 

7.4 

[ 

i 

11.8 
! 

i 

11.7 

8.5 

10.4 

4.7 

10.0 

9.3 

Brain 

(Thalamus) 
Pool 

j 

7.6 ;o.o 

i 

13.2 

10.0 

9.3 

0.2 

9.7 

8.7 

Brain 
(whole) 

i 

6.1 lo.O 

10.6 

8.0 

5.8 

0.3 

5.6 

8.7 

Spinal Cord 
Pool 

i 

10.1 |3.2 

14.7 

12.8 

11.0 

7.0 

12.2 

9.0 

Adrenal 
Gland 

3.5 

0.0 

— . 

9.9 

6.1 

3.9 

3.7 

4.8 

4.1 

Pituitary 
gland Pool 

0.9 

0.0 

1.1 

0.8 

1.2 

1.1 

1.4 

0.5 

Salivary 
Gland 

0.9 

0.0 

1.8 

l.l 

1.3 

0.9 

1.1 

1.0 

Thyroid 
(female) 

2.0 

0.0 

3.1 

0.8 

2.5 

2-5 

1.9 

2.3 

Pancreatic 
ca. CAPAN2 ; 

0, j 

0.0 

0.8 

0.8 

0.7 

0.6 

0.7 

2.2 

Pancreas 
Pool 1 

i 

1.2 ! 

i 

0.0 

1 

2.0 

1.1 

1.1 

1.6 

3.2 

2.3 
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Tissue Name 

jRel. 
Exp.(%) 
Ag49S3, 
Run 

218623570 

Rel. 

Exp.(%) 
Ag6413, 
Run 

269239947 

Rel. 

Exp.(%) 
Ag642S, 
Run 

268767535 

[ 

Rel. 

Exp.(%) 
Ag6430, 
Run 

26S767563 

Rel. 

Exp.(%) 
Ag6431, 
Run 

268767577 

L , 
Rel. 

Exp.(%) 
Ag6439, 

Run 

268760823 

Secondary Thl act 

0.1 

0.3 

1.3 

0.0 

0.7 

0.0 

Secondary Th2 act 

0.5 

0.3 

1.2 

0.0 

0.8 

0.0 

Secondary Trl act 

0.0 JO.O 

0.0 

0.0 

0.7 

0.0 

Secondary Thl rest 

0.1 

( 

; 0.0 

0.0 

0.0 

0.0 

0.0 

Secondary Th2 rest 

0.3 

0.0 

0.0 

0.0 

0.0 

0.0 

Secondary Trl rest 

0.1 

0.3 

0.4 

OX) 

(X0 

0.0 

Primarv Thl act 

* * until j j, li % C4 w \ 

0.0 

0.0 

0.0 

o.o 

0.0 

0.0 

Primary Th2 act 

0.2 

0.4 

0.3 

0.0 

0.4 

0.0 

Primary Trl act 

0.1 

0.0 

0.7 

0.0 

0.7 

0.0 

Primary Thl rest 

0.0 

0.0 

0.1 

0.0 


1.2 

Primary Th2 rest 

o.o ko 

0.4 


0.2 

0j0_ _ _ 

Primary Trl rest 

0.3 |0.0 

0.0 

0.0 

0.0 

O.O 

CD45RA CD4 
lymphocyte act 

0.4 

2.8 

5.4 

0.0 

2.4 

2.6 

CD45ROCD4 j j 
lymphocyte act 1 j"' 

1.5 

0.0 

0.7 

2.3 

f ! 

CDS lymphocyte act |0.4 j0.9 

0.7 

o.o 

0,0 

0.0 

Secondary CDS 
lymphocyte rest 

0.1 

0.0 

8.8 



0.0 

0.0 

0.0 

Secondary CDS 
lymphocyte act 

0.0 

0.1 

0.4 

0.0 

0.3 

0.0 

CD4 lymphocyte 
none 

0.1 

0.0 

0.5 

0.0 

0.4 

0.0 

2ry 

Thl/Th2/Trl anti- 
CD95CH11 

0.3 

0.2 

0.0 

0.0 

0.0 

1.2 

LAK cells rest 

5.6 js.O 

n.3 

0.1 13.8 

15.2 

LAK cells IL-2 


0.0 

0.0 

0.0 

0.0 

LAK cells IL-2+IL- 
12 

0.2 J 

D.O 

0.0 

! 

0.0 j 

1 

0.0 

0.0 
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I 

iT A If 11 IT /"\ i ir\T 

jLAk ceils 1L-2+IFN 
Sganima 

0.1 

0.3 

0.0 

0.0 

0.0 

0.0 

T AT" 11 Vff *\. t TT 

LAK cells IL-2+ IL- 
18 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 

LAK cells 
PMA/ionomycin 

4.5 

4.0 

15.1 

0.1 

6.3 

9.0 

NK Cells IL-2 rest 

0.9 

i 

jo.i 

3.4 

0.0 

2.5 

1.4 

Two Way MLR 3 
day 


i 

1 1 

r 

2 2 

\J.\J 

i .j 

1 4 

Two Way MLR 5 
day 

4.5 

0.9 

0.8 

0.0 

0.9 

1 

0.0 

Two Way MLR 7 
day 

2.3 

0.7 

1.1 

0.0 

2.6 

3.7 

PBMC rest 

O.t 

0.0 

0.0 

0.0 

0.0 

0.0 

jPBMC PWM 

0.6 

o.p 

1.3 

0.0 

0£ ^ 

0.0^ 

[pBMC PHA-L 

0.3 


0.6 

0.0 

07 

0.0 

Ramos (B cell) none jo. 1 

b.o 

0.0 

0.0 

0.0 

0.0 

Ramos (B cell) 
ionomycin 

0.0 

r 

0.0 

0.7 

0.0 

0.2 

0.0 

'B lymphocytes 
PWM 

0.5 

0.0 

0.0 

o n 


(1 0 

B lymphocytes 
CD40L and IL-4^ 

0.2 

0.0 

0.9 



0 0 

0 0 



0.0 

EOL-1 dbcAMP 

3.7 

2.6 

29.1 

0.1 

8.1 

68.8 

EOL-1 dbcAMP 
PMA/ionomycin 

1.6 j 

0.7 

0.0 

0.0 

2.7 

1.8 

Dendritic cells none 

5.6 

3.1 

4.1 

0.0 

5.3 

0.0 

Dendritic cells LPS 

1.6 

4 

0.3 il.O 

0.0 

0.7 

0.0 

Dendritic cells anti- 
CD40 

2.0 

1.6 

0.5 

A A 



Monocytes rest 

0.2 

0.0 



0.4 

0.0 

0.0 

0.0 

Monocytes LPS 

2.2 

— — — n 

3.3 

5J _ _ 

0.0 

1.8 

2.6 

1 

Macrophages rest 

0.9 

1.8 

0.6 

0.0 

0.6 

0.0 

Macrophages LPS 

7.5 

4.0 

5.4 

0.1 

6.3 

9.2 

HUVEC none 

0.1 

0.0 

0.0 

0.0 

0.0 

0.0 

HUVEC starved 

0.0 

0.0 

0.0 

0.0 

0.3 

0.0 
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HUVECIL-lbeta 

o.o jo.o 

0.0 

0.0 

0.5 1 

0.0 

HUVEC IFN 
gamma 

0.2 |0.0 

0.0 

0.0 

0.0 

0.0 

HUVEC TNF alpha 
+ IFN gamma 

0.0 

0.0 

0.0 i 

0.0 

0.0 

0.0 

HUVEC TNF alpha 
+ IL4 

0.6 

0.0 

0.0 

0.0 

0.4 

0.0 

HUVEC IL-11 

0.0 

0.0 

0.4 

0.0 

0, 

0.0 

Lung Microvascular 
EC none 

0.2 

0.3 

0.4 

0.0 

0.0 

0.0 



Lung Microvascular 
EC TNFalpha + IL- 
lbeta 

0.1 

0.0 

i 

0.0 

0.0 

J 

o.o jo.o 

... ..... — 

Microvascular 

Dprmal Pf nnnp 

0,1 

o.o 

. .... . . 

0.0 

0.0 

i 

o.o |o.o 

Microsvasular 
Dermal EC 
TNFalpha + IL- 

1 hpta 

0.1 

1 

0.0 

0.0 

0.0 

0.0 

0.0 

Bronchial 
enithelium 

wUlU Is/11 11 HI 

TNFalpha +IL lbeta 

0.0 

0.0 

0 0 

0.0 

0.0 

0.0 
0.0 

r"'" ' *" " 

jSmall airway 
jepithelium none 

0.0 

0.0 

0.0 

0.0 

0.0 

Small airway 
epithelium 
TNFalpha + IL- 
lbeta 

0.3 

0.0 

0.0 

0.0 

0.0 

0.0 

Coronery artery 
SMC rest 

0.1 

0.6 

0.0 

0.0 

0.0 

0.0 

i 

Coronery artery j ! 
SMC TNFalpha + (0.4 k).9 
IL- lbeta j j 

0.3 

0.0 

1.5 

0.0 

Astrocytes rest |67.8 [973 

100.0 

12.0 

100.0 

100.0 

1 

Astrocytes i 
TNFalpha + IL- 
Ibeta 

j 

100.0 jioo.o 

t 

j 

97.3 

100.0 

74.7 

95.9 

KU-8 12 (Basophil) 
rest 

0.1 

0.0 

0.0 

0.0 

0.4 

0.0 

KU-8 12 (Basophil) 
PMA/ionomycin 

0.0 

0.0 

0.0 

0.0 

0.0 

0.0 
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CCD1106 

(Keratinocytes) none 

0.2 

0.0 

0.0 

0.0 

0.8 

0.0 

CCD1 106 
(Keratinocytes) 
TNFalpha + IL- 
lbeta 

0.3 

0.0 

0.0 

0.0 

0.0 

0.0 

T ivpr rivrho^i^ 

2.3 \l2 

2.6 

0.0 

6.7 

8.5 

NCI-H292 none 

0.3 {0.3 

1.7 

0.0 

0.6 

0.0 

NCI-H292 IL-4 

0.3 

0.0 

0.0 

0.0 

0.5 

0.0 

NCI-H292 IL-9 

0.3 


0-7 

0.0 

0.5 

0.0 

NCI-H292IL-13 

0.6 

0.6 

0.9 

0.0 

0.9 

0.0 

NCI-H292 I FN 
gamma 

0.2 
0.0 

0.0 


0.0 

0.6 

n o 
u.u 

HPAEC none 

0.3 

0.0 

0.0 

0.0 

0.0 

HPAEC TNF alpha 
+ IL-1 beta 

j 

0.0 j0.3 

u.u 

0.0 

0.0 

ft 0 

Lung fibroblast none 

29.7 

62.9 

95.9 

0.2 ]65.5 

94.0 
62.9 

Lung fibroblast TNF 
alpha + IL-1 beta 

16.0 

36.9 

48.6 

0.1 

39.8 

Lung fibroblast IL-4 

26.1 

28.7 

27.4 

0.1 

21.2 

34.9 

Lung fibroblast IL-9 

28.5 

42.0 

24.0 

0.1 

26.8 

96.6 

Lung fibroblast IL- 
13 

31.6 

14.6 

11.9 

0.0 

10.4 

- ' 

13.4 

Lung fibroblast I FN 
gamma 

20.4 

32.8 

55.9 

0.2 

46.3 

89.5 

Dermal fibroblast L 
CCD1 070 rest j 

2.9 

6.0 

0.0 

6.3 

4.1 

Dermal fibroblast 
CCD1070 TNF 
alpha 

1.1 

1.3 

2.7 

0.0 

0.8 

2.3 

Dermal fibroblast 
CCD1070 IL-1 beta 

1.9 
9.3 
10.7 

2.9 

5.6 

0.0 

1.3 

0.0 

Dermal fibroblast 
I FN gamma 

Dermal fibroblast 
IL-4 

20.3 
14.6 

30.6 

0.1 

20.2 

26.6 

30.8 

0.1 

19.S 

25.5 

Dermal Fibroblasts 
rest 

24.8 , 



42.3 

.... .., 

54.3 

0.1 

46.7 

47.3 
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Neutrophils 
TNFa+LPS 

0.7 

0.0 

0.9 

0.0 

0.4 

0.0 

Neutrophils rest 

0.1 

0.0 

0.0 

0.0 

0.3 

0.0 

Colon 

7.9 

4.7 

4.6 

0.0 

9.5 

8.4 

Lung 

2.2 

1.2 

2-8 

0.0 

4.6 

2.1 

Thymus 

3.1 k).S 

0.0 

0.0 

0.4 

9-7 

2.4^ 
5.2 

Kidney 

4.2 

4.4 

7.8 

0.1 


Table AKP . general oncology screening panel_v_2.4 


Tissue Name 

Rel. Exp.(%) 
Ag4983, Run 
260281959 

Rel. Exp.(%) j 

Ag6442, Run jTissueName 

264979180 | 

Rel. Exp.(%) 
Ag49S3, Run 
260281959 

Rel. Exp.(%) 
Ag6442, Run 
264979180 

1.4 

Colon cancer I [12.1 

n ' i 

22.7 |BladderNAT2 

Colon NAT 1 jlOO.O 

r t 

100.0 |B!adderNAT3 j0.2 

4.8 

Colon cancer 2 |6.5 

0.0 )BladderNAT4 i27.0 

66.0__ 

Colon NAT 2 js.O 

]51 IProstate \ 92 
iadenocarcinoma 1 j 

7.5 

i I 

Colon cancer 3 57.4 

\ 

2 8 ;Prostate 

iadenocarcinoma 2 

,5 

8.0 ! 

Colon NAT 3 

l 

39.8 

40.1 

.Prostate 

adenocarcinoma 3 
Pjostate 

adenocarcinoma 4 

u : 3 _ 

16.4 

9.0 

Colon malignant 
cancer 4 

15.0 


9.1 

Colon NAT 4 

3.5 

0.9 jprostate NAT 5 

16.8 

9.9 

Lung cancer 1 

1.4 

6.6 

Prostate 

adenocarcinoma 6 

3.2 

7.7 

Lung NAT 1 

0.6 

0.0 

Prostate 

adenocarcinoma 7 

9.2 

17.3 

Lung cancer 2 

26.6 

159 jprostate 

Iadenocarcinoma 8 

3.0 

0.0 

Lung NAT 2 

2.7 

0 0 | Prostate 

^adenocarcinoma 9 

27.0 

33.9 

Squamous cell 
carcinoma 3 

5.6 

8.3 

Prostate NAT 10 

3.8 

4.9 

Lung NAT 3 

r 

0.8 

0.0 

Kidney cancer 1 

24.0 

16.5 

Metastatic 
melanoma 1 

27.2 

49.0 

Kidney NAT 1 

15.6 

7.2 
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Melanoma 2 

2.5 

— — — , ■ 

— 1 ■ 1 

1.1 Kidney cancer 2 \9\A 

73.7 

Melanoma 3 

2.3 

13.8 

Kidney NAT 2 122J 

19.2 

Metastatic 
melanoma 4 

Metastatic 
melanoma 5 

33.9 

24.0 

I 

Kidney cancer 3 J27.0 

.... — , 

21.3 

34.6 

31.4 

i 

Kidney NAT 3 (9.3 
i 

11.4 

Bladder cancer 1 

1.3 

2.1 

Kidney cancer 4 (20.0 

25.7 

Bladder NAT 1 jo.O 

0.0 

Kidney NAT 4 j8.2 

14.9 _ 

Bladder cancer 2 j8.7 

19.3 




CNS_neurodegeneration_yl.O 
Summary: Ag49S3/Ag6413/Ag6428/Ag6430/Ag6431/Ag6439/Ag6442 Seven 
experiments with different probe and primer sets are in excellent agreement. This panel 
confirms the expression of this gene at low levels in the brains of an independent group of 


5 individuals. However, no differential expression of this gene was detected between 
Alzheimer's diseased postmortem brains and those of non-demented controls in this 
experiment. See Panel 1.4 for a discussion of this gene in treatment of central nervous 
system disorders. 

General_screening_panel_vl.4 Summary: Ag4983 Highest expression of this 
10 gene is detected in a brain cancer SNB-19 cell line (CT=28). Moderate to low levels of 
expression of this gene is also seen in a number of cancer cell lines derived from gastric, 
colon, lung, renal, breast, ovarian, prostate, melanoma and brain cancers. Thus, expression 
of this gene could be used as a marker to detect the presence of these cancers. Furthermore, 
therapeutic modulation of the expression or function of this gene may be effective in the 
15 treatment of pancreatic, gastric, colon, lung, liver, renal, breast, ovarian, prostate, squamous 
cell carcinoma, melanoma and brain cancers. 

Among tissues with metabolic or endocrine function, this gene is expressed at 
moderate levels in pancreas, adipose, adrenal gland, thyroid, pituitary gland, skeletal 
muscle, heart and the gastrointestinal tract. Therefore, therapeutic modulation of the activity 
20 of this gene may prove useful in the treatment of endocrine/metabolically related diseases, 
such as obesity and diabetes. 

In addition, this gene is expressed at moderate levels in all regions of the central 
nervous system examined, including amygdala, hippocampus, substantia nigra, thalamus, 
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cerebellum, cerebral cortex, and spinal cord. Therefore, therapeutic modulation of this gene 
product may be useful in the treatment of central nervous system disorders such as 
Alzheimer's disease, Parkinson's disease, epilepsy, multiple sclerosis, schizophrenia and 
depression. 

5 General_screening_panel_vl.5 Summary: Ag6442 Highest expression of this 

gene is seen in skeletal muscle (CT=28). Expression of this gene is higher in adult (CT=28) 
as compared to the fetal skeletal muscle (CT=3 1). Therefore, expression of this gene may be 
used to distinguish fetal from adult skeletal muscle. 

In addition moderate to low levels of expression of this gene is also seen in all the 
10 regions of central nervous system, in tissues with metabolic/endocrine functions and in a 
number of cancer cell lines derived from melanoma, brain, colon, lung, and ovarian cancers. 
This expression pattern is consistent with the expression seen in panel 1 .4. See panel 1 .4 for 
further discussion on the utility of these genes. 

General_screening_panel_vl.6 

15 Summary: Ag6413/Ag6424/Ag6428/Ag6430/Ag6431/Ag6439/Ag6964 Eight experiments 
with seven different probe and primer sets are in very good agreement. Highest expression 
of this gene is detected in a ovarian cancer IGROV-l cell line and brain cancer SNB-19 cell 
lines (CTs=25-33.7). In addition, consistent with expression seen in panel 1.4, moderate to 
low levels of expression of this gene is also seen in all the regions of central nervous 

20 system, tissues with metabolic/endocrine functions, and number of cancer cell lines. See 
panel 1.4 for further discussion of this gene. 

Ag6429 Expression of this gene is low/undetectable (CTs > 35) across all of the 
samples on this panel (data not shown). 

Panel 4.1D 

25 Summary: Ag4983/Ag6413/Ag6428/Ag6430/Ag6431/Ag6439/Ag6442 Highest 
expression of this gene is detected in both resting and cytokine activated astrocytes 
(CTs=22-33,5). Therefore, therapeutic modulation of this gene or the design of therapeutics 
with the encoded protein could be important in the treatment of multiple sclerosis or other 
inflammatory diseases of the CNS. 

30 In addition, moderate to low levels of expression of this gene is also seen in resting 

and cytokine treated lung and dermal fibroblasts, as well as in normal tissues represented by 
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colon, lung, thymus and kidney. Therefore, modulation of the gene product with a 
functional therapeutic may lead to the alteration of functions associated with these cell types 
and lead to improvement of the symptoms of patients suffering from autoimmune and 
inflammatory diseases such as asthma, allergies, inflammatory bowel disease, lupus 
5 erythematosus, psoriasis, rheumatoid arthritis, and osteoarthritis. 

Low levels of expression of this gene is also seen in liver cirrhosis. Therefore, 
antibodies or small molecule therapeutics could reduce or inhibit fibrosis that occurs in liver 
cirrhosis. 

Ag6424 Expression of this gene is low/undetectable (CTs > 35) across all of the 
10 samples on this panel (data not shown). 

general oncology screening panel_v_2.4 Summary: Ag4983/Ag6442 Two 
experiments with different probe and primer sets are in excellent agreement. Highest 
expression of this gene is seen in normal colon (CTs=29-32). Expression of this gene in 
normal colon is higher than in the corresponding cancer samples (CTs=32-34). Therefore, 
1 5 expression of this gene may be used to distinguish between these two samples. 

Moderate expression of this gene is seen in both normal and cancer samples derived 
from colon, lung, bladder, prostate and kidney, as well as, in melanomas. Expression of this 
gene seems to be higher in kidney and lung cancers as compared to the corresponding 
normal adjacent samples. Therefore, expression of this gene may be used as marker to 
20 detect the presence of lung and kidney cancers. Furthermore, therapeutic modulation of this 
gene may be useful in the treatment of melanoma, colon, lung, bladder, prostate and kidney 
cancers. 

AL. CG56054-03: Integrin alpha 7-like protein. 

Expression of gene CG56054-03 was assessed using the primer-probe sets Ag6424, 
25 Ag6425, Ag6428, Ag6430 and Ag6432, described in Tables ALA, ALB, ALC, ALD and 
ALE. Results of the RTQ-PCR runs are shown in Tables ALF, ALG and ALH. 


Table ALA . Probe Name Ag6424 


Primers 

Sequences 

Length 

Start Position 

SEQ ID No 

Forward 

i 

5 ' - ttgggttctgccagca-3 1 ^16 

742 

444 
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Probe 

TBT-5 1 - 

cacagctgccgccttctccc-3 ' - 
TAMRA 

Lo 

i 

1 

» 

|76l 

445 

Reverse 

5 ' -aaaagcaaccccttccaa-3 ' 

h 

i 

!824 

446 

Table ALB. Probe Name As6425 

Primers 

Sequences 

Length 

Start Position 

SEQ ID No 

Forward 

5 1 -cggatgcacaccccat-3 ' 

16 

1981 

447 

f \ 

jTET-5'- 

Probe catcccgagctgggcccc-3 1 - 
(TAMRA 

18 

2013 

448 

Reverse 

5 ' -gccctggatgcccat-3 ' \ 

15 

2032 

449 


Table ALC . Probe Name Ag6428 


Primers 

Sequences 

Length 

Start Position 

SEQIDNo_ 

Forward 

5 ■ -cttcatctaccatgggagca- 
3 • 

20 

1394 

450 

Probe 

TET-5 ' - 

ccttcacaggtgctggagggc- 
3 » -TAMRA 

21 

1434 

451 

Reverse 

5 ' -agggagtagccgaagctct- 
3 ' 

19 

1471 

452 


Table ALP . Probe Name Ag6430 


Primers 

Sequences 

Length 

Start 
Position 

SEQ ID No 

Forward 
Probe 

5 » -gtgaccaacattgatagctcaga- 
3 ■ 

23 

843 

453 

TET-5 ' - 

ccccgaccagctggtgtataaaactttg 
-3 ' -TAMRA 

28 |866 

454 

Reverse |5 ' -gggagccggtcagca - 3 1 

15 [899 

455 

Table ALE. Probe Name As6432 

Primers 

Sequences 

i .i i start 

Len S th Iposition 

SEQ ID No 

Forward 

5' - ; 

gaccttgtcctacagtctccagac- ' 
3 ' 

-* r- 

24 jl934 

456 


542 


WO 2003/023008 


PCT/US2002/028596 


I 
1 

j Probe 

i 

TET- 5 ' -• 

tgcacaccccatcctggctgct- 
3 ' -TAMRA 

22 

1985 

457 

jReverse 

5 1 -gctcgggatgcccgt-3 ' 

15 

2008 

458 


Table ALF . CNS_neurodegeneration_vl .0 


Uel. Exp.(%) 

Tissue Nnme Ug6428, Run 

|266937081 

Rel. Exp.(%) 
!Ag6430, Run 
266937085 

AD 1 Hippo |l8.0 

20.0 

AD 2 Hippo ]32.3 |48.0 

AD 3 Hippo j3.7 ill.6 

AD 4 Hippo i0.7 jl7.1 

AD 5 hippo |53.2 

39.2 

AD 6 Hippo 

100.0 

100.0 

Control 2 Hippo 

18.7 

17.9 

Control 4 Hippo 

27.0 

38.4 

jControl (Path) 3 Hippo ]4.6 

10.2 

AD 1 Temporal Ctx ]12.9 jl2.1 

AD 2 Temporal Ctx £ 1 .0 \36.6 

AD 3 Temporal Ctx 

6.0 ;I1.7 

AD 4 Temporal Ctx 

20.2 115.6 

AD 5 Inf Temporal Ctx 

39.2 {43.S 

AD 5 SupTemporal Ctx 

42.0 i56.6 

AD 6 Inf Temporal Ctx 

49.3 !40.9 

[" ~ " 

|AD 6 Sup Temporal Ctx 

4S.3 ;44.1 

Control 1 Temporal Ctx 

12.9 

11.9 

Control 2 Temporal Ctx 

18.2 

16.7 

Control 3 Temporal Ctx 
Control 4 Temporal Ctx 

9.6 

13.0 

15.2 

18.9 

Control (Path) I Temporal 
Ctx 

27.0 

32.5 

Control (Path) 2 Temporal 
Ctx 

16.0 

19.5 
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Control (Path) 3 Temporal 
Ctx 

7.5 '12.9 

Control (Path) 4 Temporal 
Ctx 

17.1 19.8 

AD I Occipital Ctx jl0.2 116.2 

AD 2 Occipital Ctx (Missing) |0.0 ,'0.0 

r\U j wCCipilal k^lX 

6.4 111.7 

AD 4 Occipital Ctx 

13.0 |l2.6 

AD 5 Occipital Ctx 

■ "■ y 

25.3 ] 16.7 

AD 6 Occipital Ctx 

20.2 jl7.8 

Control 1 Occipital Ctx 

6.0 h 13 

Control 2 Occipital Ctx 

26.4 |24.8 

Control 3 Occipital Ctx 

10.7 

16.4 

Control 4 Occipital Ctx 

12.0 

12.1 

Control (Path) 1 Occipital 
Ctx 

35.6 

32.8 

Control (Path) 2 Occipital 
Ctx 1 

6.7 

9.6 

Control (Path) 3 Occipital 
Ctx 

5.4 

8.4 

Control (Path) 4 Occipital L , . 
Ctx v 1 

15.9 

Control 1 Parietal Ctx ( ! 8.8 

15.2 

Control 2 Parietal Ctx ^34.4 

39.5 

Control 3 Parietal Ctx Jl 1.5 

14.5 

Control (Path) 1 Parietal Ctx \}A2 

33.4 

Control (Path) 2 Parietal Ctx |19.6 

20.0 

Control (Path) 3 Parietal Ctx (3.9 

15.0 

ControKPath) 4 Parietal Ctx {24.8 

28.3 

Table ALG. General screening panel vl.6 


Tissue Name 
Adipose 


ReL Exp.(%) 
Ag6424, Run 
277221719 


Ag6425, Run 
277221721 


{ReL Exp.(%) 
jAg6428, Run 
j277222439 


0.0 


2.6 


20.0 


Re!. Exp.(%) 
Ag6430, Run 
1277222443^ 

8.2 
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Melanoma* 
Hs688(A).T 

o.o Jo.o 

2.0 

0.5 

Melanoma* 
Hs688(B).T 

0.0 |0.2 

1 .. .. _ ; 

4.1 

0.6 

Melanoma* Ml 4 

0.0 jO.O 

• 

0.7 

0.7 

Melanoma* LOXIMVI 

o.o jo.o 

0.1 

0.0 

Melanoma* SK-MEL-5 

0.0 

2.2 

30.4 

22.5 

Squamous cell 
carcinoma SCC-4 

0.0 

0.0 

0.1 jo.3 

Testis Pool 

0.0 

3.5 ' 1 

8.8 !4.2 

Prostate ca.* (bone 
met) PC-3 

0.0 

0.5 

i 

1.0 

Prostate Pool 

0.0 

1 .0 

11.5 js.5 

Placenta 

0.0 

0.0 _ 

0.7 |0.1 

Uterus Pool 

0.0 

1.5 

i 

4.5 12.6 

Ovarian ca. OVCAR-3 

?£ t 

0.0 

°< 3 

ii «os ... 

Ovarian ca. SK-OV-3 

0.2 

1.7 jl.S 

Ovarian ca. OVCAR-4 

0.0 

0.0 

0.9 

0.5 

Ovarian ca. OVCAR-5 
Ovarian ca. IGROV-1 

0.0 
100.0 

1.3 

2.9 

1.5 

100.0 

77.9 

90.8 

Ovarian ca. OVCAR-8 

J.O 

91 O 

14.0 

11.9 

_ 

Ovary 

0.0 

0-3 

5.2 


Breast ca. MCF-7 

0.0 

0.0 

0.3 

0.4 

Breast ca. MDA-MB- 
231 

0.0 

0.0 

0.4 

0.4 

Breast ca. BT 549 

0.0 

0.0 

0.5 

0.3 

Breast ca. T47D 

0.0 

0.0 

0.5 S0.3 

Breast ca. MDA-N 

0.0 

0.0 

0.7 

0.7 

Breast Pool 

0.0 

4.1 

21.8 

19.5 

J- " - " '■' * ' * 

Trachea 

0.0 

0.7 

8.4 

2.9 

Lung 

0.0 

0.7 

2.3 

1.3 

— - ■" . ■ . . 

Fetal Lung 

0.0 

0.3 

9.1 

4.0 

Lung ca. NCI-N417 

2.0 

0.9 

3.5 

2.7 
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Lungca. LX-1 ]3.1 

1 

2.7 j6.5 

7.0 

Lungca.NCI-H146 jO.O ; 

0.0 jo.3 

0.5 

Lung ca. SHP-77 

M J 

t 

0.4 j 

6.8 : 

6.3 

Lung ca. A549 

0.0 1 

2.6 

0.9 1 

0.3 

Lung ca. NCI-H526 

0.0 

0.0 

0.9 

0.7 

Lung ca. NCI-H23 


! 

1 .0 14.6 

4.5 

Lungca. NCI-H460 

0.0 _ 

0.0 [0.2 

0.2 

Lung ca. HOP-62 

0.0 

0.0 ]0.5 

0.6 

Lung ca. NCI-H522 

0.0 

0.6 |2.3 1 

2.4 

Liver 

0.0 

0.0 

0.0 '0.1 

Fetal Liver 

■l..,.—-- 1 — — — ' — — w *~> 
0.0 1 

0.3 

1.1 (0.6 

Liver ca. HepG2 

• 1 

0.0 i0.3 

0.2 jo.l 

Kidney Pool 

6.5 jo.O 

1 

47.0 

34.9 

Fetal Kidney 

o.o fo.o 

4.9 

5.1 

Renal ca. 786-0 

o.o jo.o 

0.2 

0-2 _ 

Renal ca. A498 

0.0 jl.8 

0.2 

0.1 

Renal ca. ACHN 

0.0 '0.5 

2.5 

0/7 _ 

Renal ca. UO-31 |o.O jO.O 

0.5 

0.3 

Renal ca. TK- 10 

0.0 (0.4 

3A 

2.5 

Bladder 

o.o jo.o 

5.9 

3.0 

Gastric ca. (liver met.) 
NCI-N87 

0.0 

0.0 

1.7 

1.7 

Gastric ca. KATO III 

0.0 

0.5 

0.8 

0.4 

Colon ca. SW-94S 

0.0 J 1 .5 

0.2 

0.0 

Colon ca. SW480 

9.5 ,5.2 

41.8 

39.0 

Colon ca.* (SW480 
met) SW620 

7.7 I4.8 

16.4 

15.5 

Colon ca. HT29 

0.0 

0.0 

0.0 

0.0 

Colon ca. HCT-116 

1.6 

0.2 

3.2 

3.8 

Colon ca. CaCo-2 

10.4 

3.6 

27.0 122.2 

Colon cancer tissue lo.O 

3.3 

11.0 |6.5 

Colon ca. SW1116 

0.0 

3.0 

|2.5 |l7 
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Colon ca. Colo-205 jo.O |0.4 ! : 0.3 C 

).2 

Colon ca. SW-48 {( 

— .... T - | 

3.0 |3.6 

1.4 1 

3 

Colon Pool •< 

3.0 Is.o : 

28.1 |28.7 

Small Intestine Pool 

3.0 jl.7 

17.1 J 1 0.5 

Stomach Pool 

o.o 1 

2.3 

14.3 |6.2 

Bone Marrow Pool 

0.0 

1.6 

14.3 ll 1-3 

retai Mean • 

0.0 

2.3 

25.5 |24.3 

Heart Pool 

5.2 

7.0 

29.7 123.0 

Lymph Node Pool 

o.o ki 

33.7 130.4 

Fetal Skeletal Muscle ; 

36.9 \s2 

54.3 J46.7 

Skeletal Muscle Pool : 

12.3 

9.2 

29.3 

21.5 

\ — 1 — *- 1 1 ■ i 

(Spleen Pool 

0.0 

0.0 

1.9 

2.0 

(Thymus Pool 

0.0 ' 

2.0 

10.4 

7.5 

CNS cancer (glio/astro) 
U87-MG 



1.6 jl.5 

1 

14.9 I 

6.1 

CNS cancer (glio/astro) 
U-118-MG 

[ 1 i 
0.0 10.3 |4.7 ( 

2.9 

CNS cancer 
(neuro;met) SK-N-AS 

0.0 |0.0 [2.6 

1.7 

CNS cancer (astro) SF- 
539 

o.o io.o 

c 

0.0 

0.2 

CNS cancer (astro) 
SNB-75 

1.9 

1.1 

14.9 

5.9 

.... 

CNS cancer (glio) 
SNB-19 

84.1 

79.0 

100.0 

100.0 

CNS cancer (glio) SF- 
295 

1.8 

0.0 

11.3 

9.0 

Brain (Amygdala) Pool 

2.3 

0.8 

7.7 

6.9 

Brain (cerebellum) 

6.6 

0.4 

19.8 

HI _ 

Brain (fetal) 

3.0 

0.7 

12.7 

11.5 

Brain (Hippocampus) 
Pool 

3.1 

3.2 

11.7 

11.0 

Cerebral Cortex Pool 

1.7 

0.6 

11.0 

7.5 

Brain (Substantia nigra) 
Pool 

1.8 

2.2 

11.7 

8.5 
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" ■ ' " " i 

Brain (Thalamus) Pool [0.0 

2.7 

13.2 jlO.O 

Brain (whole) 

0.0 

0.4 

10.6 

8.0 

1 

Spinal Cord Pool j3.2 

2.3 

14.7 

12.8 

Adrenal Gland |0.0 

0.3 

9.9 

6.1 

Pituitary gland Pool jO.O 

0.0 

1.1 

0.8 

Salivary Gland 

0.0 

0.0 

1.8 

1.1 

Thyroid (female) jO.O 

0.3 

3.1 

0.8^ 

Pancreatic ca. 
CAPAN2 

0.0 

0.0 

0.8 |0.8 

Pancreas Pool 

0.0 

0.0 

2.0 

|u. 


Table ALH. Panel 4.1 D 


1 

Tissue Name 

Rel. Exp.(%) 
Ag6425, Run 
268713999 

Rel. Exp.(%) 
Ag6428, Run 
268767535 

Rel. Exp.(%) 
Ag6430, Run 
268767563 

Secondary Thl act 

0.0 jl.3 

0.0 

! j 
Secondary Th2 act jO.O |1.2 

0.0 _ 
0.0 

Secondary Tri act |0.0 

0.0 ^ ^ 

Secondary Thl rest jO.O 

0.0 

0.0 

Secondary Th2 rest ^ jO'.O^ ^ 

0.0 

0.0_ _ 

Secondary Tii rest |o.O 

0.4 'o.O 

Primary Thl act lo.O 

0.0 

0.0 

Primary Th2 act 0.0 

0.3 

0.0 

Primary Tri act 

0.0 

0.7 

0.0 

Primary Thl rest 

0,0 

0.1 

0.0 

Primary Th2 rest 

0.0 

0.4 

0.0 

Primary Tri rest 

0.0 

0.0 

0.0 

CD45RA CD4 lymphocyte act 

0.0 

5.4 

0.0 

CD45RO CD4 lymphocyte act 

0.0 

1.5 

0.0 

CDS lymphocyte act 

0.0 

0.7 

0.0 

Secondary CDS lymphocyte 
rest 

0.0 

8.8 

0.0 

Secondary CDS lymphocyte 
act 

0.0 

0.4 

0.0 
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CD4 lymphocyte none 

0.0 

0.5 

0.0 

2ryThl/TIi2/Trl anti-CD95 
CH11 

0.0 

0.0 

0.0 

j 

LAIC cells rest | 

2.7 

11.8 

0.1 

LAK cells IL-2 ! 

0.0 

0.0 

0.0 

LAK cells IL-2+IL-12 

0.0 

0.0 

0.0 

LAK cells IL-2+IFN gamma 

0.0 

0.0 

0.0 

LAK cells IL-2+ IL-18 

0.0 

0.0 

0.0 

LAK cells PMA/ionomycin 

1 

15.7 

15-1 ioi 

NIC Cells IL-2 rest 

0.0 

3.4 jo.O 

Two Way MLR 3 day 

0.0 

2.2 

0.0 

Two Way MLR 5 day 

0.0 

0.8 

0.0 

TwoJVay MLR 7 day 

m_ 

iL«_. — 

0.0 

PBMC rest 

0.0 

0.0 

0.0 

PBMC PWM 

0.0 jl.3 

0.0 

PBMC PHA-L 

0.0 jo.6 

0.0 

Ramos (B cell) none 

0.0 ]o.o 

0.0 

Ramos (B cell) ionomycin 

0.0 _ 

0.7 

0.0 

B lymphocytes PWM 

0.0 

0.0 

0.0 

, ,._» 

B lymphocytes CD40Land 1L- 
4 

0.0 

0.9 

0.0 

EOL-1 dbcAMP 

9.1 

29.1 

0.1 

EOL-1 dbcAMP 
PMA/ionomycin 

0.0 

0.0 

0.0 

Dendritic cells none 

13.8 

4.1 

0.0 

Dendritic cells LPS 

0.0 

1.0 

0.0 

Dendritic cells anti-CD40 

3.3 

0.5 

0.0 

Monocytes rest 

0.0 

0.4 

0.0 

Monocytes LPS 

r~ " " " ' 

0.0 

5.7 

0.0 

Macrophages rest 

0.0 

0.6 

0.0 

Macrophages LPS 

0.0 

5.4 

0.1 

HUVEC none 

0.0 

0.0 

0.0 
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HUVEC starved io.O 

0.0 i 

D.O 

HUVEC IL-lbeta jo.O 

0.0 

o.o 

HUVEC IFN gamma 

HUVEC TNF alpha + IFN 
gamma 

0.0 

0.0 

0.0 

0.0 

0 0 

0.0 

HUVEC TNF alpha + IL4 

0.0 

0.0 

o.q 

HUVEC IL- 11 

0.0 

0.4 

0.0 

Lung Microvascular EC none Jo.O 

0.4 

u.u 

Lung Microvascular EC 
TNFalpha + IL-lbeta 

0.0 

0.0 

0.0 

Microvascular Dermal EC 
none 

0.0 

0.0 

0.0 

Microsvasular Dermal EC 
TNFalpha* IL-lbeta 

0.0 

0.0 

0.0 

Bronchial epithelium 
TNFalpha +IL1 beta 

0.0 

0.0 

0.0 

Small airway epithelium none 

0.0 

0.0 

0.0 

Small airway epithelium 
TNFalpha +IL-1 beta 

0.0 

r I 

0.0 Io.o 

Coronery artery SMC rest 

0.0 

0.0 

0.0 

Coronery artery SMC 
TNFalpha + IL-lbeta 

r „ — ., 

6.2 

0.3 

0.0 

Astrocytes rest 

100.0 

100.0 

12.0 

Astrocytes TNFalpha + IL- 
Ibeta 

74.2 

97.3 

100.0 

KU-812 (Basophil) rest 

oo .„„ 

0.0 

0.0 

KU-812 (Basophil) 
PMA/ionomycin 

0.0 

0.0 

0.0 

CCD1 106 (Keratinocytes) none 

0.0 

0.0 

0.0 

CCD 11 06 (Keratinocytes) 
TNFalpha + IL-lbeta 

0.0 

0.0 

" ■ — 

0.0 

Liver cirrhosis 

4.6 

2.6 

00 _ 

NCI-H292 none 

0.0_ 

1.7 

0.0 

NCI-H292 IL-4 

0.0 

0.0 

0.0 

NCI-H292 IL-9 jo.O 

0.7 

0.0 
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NCI-H292 IL-13 

0.0 

0.9 

0.0 

NCI-H292 I FN gamma 

0.0 

0.5 

0.0 

HPAEC none 

0.0 : 

0.0 

0.0 

K. L ... 1 

HPAEC TNF alpha + IL-1 beta 

0.0 

0.0 

0.0 

Lung fibroblast none 

31.4 

95.9 

0.2 

Lung fibroblast TNF alpha + 
IL-1 beta 

22.2 

48.6 

0.1 

Lung fibroblast IL-4 

19.1 

27.4 

0.1 

Lung fibroblast IL-9 

23.5 

24.0 

01 

Lung fibroblast IL-13 

4.5 

11.9 

0.0 

— • -~ l " 

Lung fibroblast IFN gamma 

15.7 

55.9 

0.2 

Dermal fibroblast CCD1070 
rest 

0.0 

6.0 

0.0 

Dermal fibroblast CCD1070 
TNF alpha 

0.0 

2.7 

0.0 

Dermal fibroblast CCD1070 
IL-1 beta 

0.0 

5.6 

0.0 

(Dermal fibroblast IFN gamma 
[Dermal fibroblast IL-4 

8.5 130.6 

0.1 

4.1 '30.8 

0.1 

Dermal Fibroblasts rest 

8.0 

543 

0.1 

Neutrophils TNFa+LPS 

0.0 

0.9 

0.0 

Neutrophils rest 

0.0 

0.0 

0.0 

Colon |4.0 

4.6 

0.0 

Lung 

0.0 

2.8 

0.0 

Thymus 

0j)_ 

0.0 

0,0 

Kidney 

4.9 

7.8 

0.1 


CNS_neurodegeneration_vl.0 Summary: Ag6428/Ag6430 This panel confirms 
the expression of this gene at low levels in the brains of an independent group of 
individuals. However, no differential expression of this gene was detected between 
Alzheimer's diseased postmortem brains and those of non-demented controls in this 


5 experiment. See Panel 1 .4 for a discussion of this gene in treatment of central nervous 
system disorders. 
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GeneraLscreening_pane1_vl.6 Summary: Ag6424/Ag6425/Ag6428/Ag6430 
Highest expression of this gene is detected in a ovarian cancer IGROV-1 cell line and brain 
cancer SNB-19 cell lines (CTs=25-31). In addition, consistent with expression seen in panel 
1.4, moderate to low levels of expression of this gene is also seen in all the regions of 

5 central nervous system, tissues with metabolic/endocrine functions, and number of cancer 
cell lines. See panel 1 .4 for further discussion of this gene. 

Panel 4.1D Summary Ag6425/Ag642S/Ag6430 Highest expression of this gene is 
detected in both resting and cytokine activated astrocytes (CTs=22-33.5). Therefore, 
therapeutic modulation of this gene or the design of therapeutics with the encoded protein 

10 could be important in the treatment of multiple sclerosis or other inflammatory diseases of 
the CNS. 

In addition, moderate to low levels of expression of this gene is also seen in resting 
and cytokine treated lung and dermal fibroblasts, as well as in normal tissues represented by 
colon, lung, thymus and kidney. Therefore, modulation of the gene product with a 
1 5 functional therapeutic may lead to the alteration of functions associated with these cell types 
and lead to improvement of the symptoms of patients suffering from autoimmune and 
inflammatory diseases such as asthma, allergies, inflammatory bowel disease, lupus 
erythematosus, psoriasis, rheumatoid arthritis, and osteoarthritis. 

Ag6424/Ag6432 Expression of this gene is low/undetectable (CTs > 35) across all 
20 of the samples on this panel (data not shown). 

AM. CG56054-04: Integrin alpha 7-like protein. 
Expression of gene CG56054-04 was assessed using the primer-probe sets Ag6424, 
Ag6427, Ag6430 and Ag6434, described in Tables AMA, AMB, AMC and AMD. Results 
of the RTQ-PCR runs are shown in Tables AME, AMF and AMG. 

25 Table AMA . Probe Name Ag6424 


Primers 

I • 

Sequences jLength 

Start Position IsEQIDNo 

Forward 

5 ■ -ttgggttctgccagca-3 ■ jl6 

742 

459_ 

Probe 

TET- 5 1 - ! 
cacagctgccgccttctccc-3 1 - J20 
TAMRA | 

761 

460 

(Reverse 

5' -aaaagcaaccccttccaa-3 1 |l8 

824 

461 
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